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<210> 1 

<211> 3213 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> BCA4, osteoblast specific factor 2 (periostin) 

<220> 
<221> CDS 

<222> (12) . . (2522) 
<223> BCA4 



<400> 1 

agagactcaa 

accctataaa 

gggaccaagg 

tcagcacttg 

atgaatgttg 

ccattgacca 

ctgacgcctc 

cgagtaatga 

tgaatgttga 

aggacttaaa 

accattatcc 

ttgcaacaaa 

ttcaagactt 

cggacatatt 

aggcttttga 

ccgaagctct 

gaggagcagt 

gtataacagt 

tgatccattt 

ctggaaaaca 

tgaggccaga 

ctctcagcat 

aagttggcct 

tcagagtctt 

gtaagcaagg 

aatccctcca 



gatgattccc 
cgccaacaat 
cccaaatgtc 
taagaactgg 
ccctggttat 
tgtttatggc 
aaaactgagg 
ggcttgggac 
attactgaat 
aaatggcatg 
taatggggtt 
tggtgttgtc 
cattgaagca 
ggaggccctt 
gaaacttcca 
tatgaagtac 
ctttgagacg 
aaatggaatc 
gattgatcag 
gcaaaccacc 
tggagaatac 
ggttcagcgc 
taatgagctt 
cgtatatcgt 
gagaaacggt 
tgaaaagtta 



tttttaccca 
cattatgaca 
tgtgcccttc 
tataaaaagt 
atgagaatgg 
actctgggca 
gaggagatcg 
aacttggatt 
gctttacata 
attattcctt 
gtcactgtta 
catgtcattg 
gaagatgacc 
ggaagagacg 
cgaggtgtcc 
cacatcttaa 
ctggaaggaa 
aaaatggtga 
gtcctaattc 
ttcacggatc 
actttgctgg 
ctccttaaat 
tacaacgggc 
acagctgtct 
gcgattcaca 
aaacaagata 



tgttttctct 
agatcttggc 
aacagatttt 
ccatctgtgg 
aaggaatgaa 
tcgtgggagc 
agggaaaggg 
ctgatatccg 
gtcacatgat 
caatgtataa 
attgtgctcg 
accgtgtgct 
tttcatcttt 
gtcacttcac 
tagaaaggtt 
atactctcca 
atacaattga 
acaaaaagga 
ctgattctgc 
ttgtggccca 
cacctgtgaa 
taattctgca 
aaatactgga 
gcattgaaaa 
tattccgcga 
agcgctttag 



actattgctg 
tcatagtcgt 
gggcaccaaa 
acagaaaacg 
aggctgccca 
caccacaacg 
atccttcact 
tagaggtttg 
taataagaga 
caatttgggg 
aatcatccat 
tacacaaatt 
tagagcagct 
actctttgct 
catgggagac 
gtgttctgag 
gataggatgt 
tattgtgaca 
caaacaagtt 
attaggcttg 
taatgcattt 
gaatcacata 
aaccatcgga 
ttcatgcatg 
gatcatcaag 
caccttcctc 



cttattgtta 
atcaggggtc 
aagaaatact 
actgttttat 
gcagttttgc 
cagcgctatt 
tactttgcac 
gagagcaacg 
atgttgacca 
cttttcatta 
gggaaccaga 
ggtacctcaa 
gccatcacat 
cccaccaatg 
aaagtggctt 
tctattatgg 
gacggtgaca 
aataatggtg 
attgagctgg 
gcatctgctc 
tctgatgata 
ttgaaagtaa 
ggcaaacagc 
gagaaaggga 
ccagcagaga 
agcctacttg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 



aagctgcaga 
ccaatgatgc 
atgctcttca 
ttgaacctgg 
aagtaaatga 
caaatggtgt 
atgatcaact 
gtggtagcac 
ttgtggaacc 
gacccacact 
gtgaaacaat 
ttgatggagt 
gtcctgaaat 
agaaattgtt 
atttatttga 
tgcaagccaa 
gaaaatccaa 
aaaattgtga 
caaataattc 
tgtggagtta 
tcatcttgac 
ccagattcat 
gccttgtatg 
gctaagttat 
atttctatat 
ctcagaatgt 
aaaaccattt 
gatttaagtt 



cttgaaagag 
ttttaaggga 
aaacatcatt 
tgttactaac 
tacacttctg 
aattcatgtt 
gctggaaata 
cttcaaagaa 
aaaaattaaa 
aacaaaagtc 
aactgaagtg 
gcctgtggaa 
aaaatacact 
acaagaagag 
agatgaagaa 
caaaaaagtt 
aaaccagaaa 
gagccaagtt 
tgaacacaaa 
gcctcctgtg 
attaaaagtt 
tacaattcaa 
tatgttatgg 
aaaaataggt 
gagtgggttt 
ttgtcatatg 
ttcagatata 
aaaaagtggt 



ctcctgacac 
atgactagtg 
ctttatcacc 
attttaaaga 
gtgaatgaat 
gtagataaac 
cttaataaat 
atccccgtga 
gtgattgaag 
aaaattgaag 
atccatggag 
ataactgaaa 
aggatttcta 
gtcaccaagg 
attaaaagac 
caaggttcta 
aaaatgttta 
gacttcagga 
tttaatattt 
gtaaaggaat 
ctggctaact 
atcgaagagt 
atacataaaa 
gcttggtgta 
actggtaaat 
cttcttgcaa 
aagagaatta 
ttggacttgg 



aacctggaga 
aagaaaaaga 
tgacaccagg 
ccacacaagg 
tgaaatcaaa 
tcctctatcc 
taatcaaata 
ctgtctatac 
gcagtcttca 
gtgaacctga 
agccaattat 
aagagacacg 
ctggaggtgg 
tcaccaaatt 
tgcttcaggg 
gaagacgatt 
tacaacccta 
actgaaacat 
ttttttctga 
tgaagaaaat 
ttggaatcca 
tgtgaactgt 
tgcacgcaag 
caaaactttt 
tatgttattt 
tgcatatttt 
cttcaaattg 
gaa 



ctggacatta 
aattctgata 
agttttcatt 
aagcaaaatc 
agaatctgac 
agcagacaca 
catccaaatt 
aactaaaatt 
gcctattatc 
attcagactg 
taaaaaatac 
agaagaacga 
agaaacagaa 
cattgaaggt 
agacacaccc 
aagggaaggt 
agtcaataac 
cagcacaaag 
atgagaaaca 
ataacacctt 
ttagagaaaa 
tatcccattg 
ccattatctc 
tatatcaaaa 
tttacaacta 
ttaatctcaa 
agtaattcag 



tttgtgccaa 
cgggacaaaa 
ggaaaaggat 
tttctgaaag 
atcatgacaa 
cctgttggaa 
aagtttgttc 
ataaccaaag 
aaaactgaag 
attaaagaag 
accaaaatca 
atcattacag 
gaaactctga 
ggtgatggtc 
gtgaggaagt 
cgttctcagt 
ctgaccttag 
aagcaatcat 
tgagggaaat 
acaccctttt 
atccttgtca 
aaaagaccga 
tccatgggaa 
ggctttgcac 
attttgtact 
acgtttcaat 
aaaaactcaa 



1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3120 
3180 
3213 



<210> 2 
<211> 836 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> BCA4, osteoblast specific factor 2 (periostin) 
<400> 2 

Met lie Pro Phe Leu Pro Met Phe Ser Leu Leu Leu Leu Leu lie Val 
15 10 15 

Asn Pro lie Asn Ala Asn Asn His Tyr Asp Lys lie Leu Ala His Ser 
20 25 30 

Arg He Arg Gly Arg Asp Gin Gly Pro Asn Val Cys Ala Leu Gin Gin 
35 40 45 

He Leu Gly Thr Lys Lys Lys Tyr Phe Ser Thr Cys Lys Asn Trp Tyr 
50 55 60 

Lys Lys Ser He Cys Gly Gin Lys Thr Thr Val Leu Tyr Glu Cys Cys 
65 70 75 80 

Pro Gly Tyr Met Arg Met Glu Gly Met Lys Gly Cys Pro Ala Val Leu 
85 90 95 

Pro He Asp His Val Tyr Gly Thr Leu Gly He Val Gly Ala Thr Thr 
100 105 110 



2 



Thr Gin Arg Tyr 
115 

Lys Gly Ser Phe 
130 

Leu Asp Ser Asp 
145 

Leu Leu Asn Ala 



Lys Asp Leu Lys 
180 

Gly Leu Phe lie 
195 

Ala Arg lie lie 
210 

Val lie Asp Arg 
225 

lie Glu Ala Glu 



Ser Asp lie Leu 
260 

Ala Pro Thr Asn 
275 

Arg Phe Met Gly 
290 

lie Leu Asn Thr 
305 

Phe Glu Thr Leu 



Ser lie Thr Val 
340 

Thr Asn Asn Gly 
355 

Ser Ala Lys Gin 
370 

Thr Asp Leu Val 
385 

Gly Glu Tyr Thr 



Thr Leu Ser Met 
420 



Ser Asp Ala Ser 
120 

Thr Tyr Phe Ala 
135 

lie Arg Arg Gly 
150 

Leu His Ser His 
165 

Asn Gly Met lie 



Asn His Tyr Pro 
200 

His Gly Asn Gin 
215 

Val Leu Thr Gin 
230 

Asp Asp Leu Ser 
245 

Glu Ala Leu Gly 



Glu Ala Phe Glu 
280 

Asp Lys Val Ala 
295 

Leu Gin Cys Ser 
310 

Glu Gly Asn Thr 
325 

Asn Gly lie Lys 



Val lie His Leu 
360 

Val lie Glu Leu 
375 

Ala Gin Leu Gly 
390 

Leu Leu Ala Pro 
405 

Val Gin Arg Leu 



Lys Leu Arg Glu 



Pro Ser Asn Glu 
140 

Leu Glu Ser Asn 
155 

Met lie Asn Lys 
170 

He Pro Ser Met 
185 

Asn Gly Val Val 



He Ala Thr Asn 
220 

He Gly Thr Ser 
235 

Ser Phe Arg Ala 
250 

Arg Asp Gly His 
265 

Lys Leu Pro Arg 



Ser Glu Ala Leu 
300 

Glu Ser He Met 
315 

He Glu He Gly 
330 

Met Val Asn Lys 
345 

He Asp Gin Val 



Ala Gly Lys Gin 
380 

Leu Ala Ser Ala 
395 

Val Asn Asn Ala 
410 

Leu Lys Leu He 
425 



Glu He Glu Gly 
125 

Ala Trp Asp Asn 



Val Asn Val Glu 
160 

Arg Met Leu Thr 
175 

Tyr Asn Asn Leu 
190 

Thr Val Asn Cys 
205 

Gly Val Val His 



He Gin Asp Phe 
240 

Ala Ala He Thr 
255 

Phe Thr Leu Phe 
270 

Gly Val Leu Glu 
285 

Met Lys Tyr His 



Gly Gly Ala Val 
320 

Cys Asp Gly Asp 
335 

Lys Asp He Val 
350 

Leu He Pro Asp 
365 

Gin Thr Thr Phe 



Leu Arg Pro Asp 
400 

Phe Ser Asp Asp 
415 

Leu Gin Asn His 
430 



• 
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lie Leu Lys Val 
435 

Leu Glu Thr lie 
450 

Ala Val Cys lie 
465 

Arg Asn Gly Ala 



Lys Ser Leu His 
500 

Leu Ser Leu Leu 
515 

Gly Asp Trp Thr 
530 

Thr Ser Glu Glu 
545 

Asn lie lie Leu 



Phe Glu Pro Gly 
580 

lie Phe Leu Lys 
595 

Ser Lys Glu Ser 
610 

Asp Lys Leu Leu 
625 

Leu Glu lie Leu 



Arg Gly Ser Thr 
660 

He He Thr Lys 
675 

Leu Gin Pro He 
690 

He Glu Gly Glu 
705 

Thr Glu Val He 



He Asp Gly Val 
740 



Lys Val Gly Leu 
440 

Gly Gly Lys Gin 
455 

Glu Asn Ser Cys 
470 

He His He Phe 
485 

Glu Lys Leu Lys 



Glu Ala Ala Asp 
520 

Leu Phe Val Pro 
535 

Lys Glu He Leu 
550 

Tyr His Leu Thr 
565 

Val Thr Asn He 



Glu Val Asn Asp 
600 

Asp He Met Thr 
615 

Tyr Pro Ala Asp 
630 

Asn Lys Leu He 
645 

Phe Lys Glu He 



Val Val Glu Pro 
680 

He Lys Thr Glu 
695 

Pro Glu Phe Arg 
710 

His Gly Glu Pro 
725 

Pro Val Glu He 



Asn Glu Leu Tyr 



Leu Arg Val Phe 
460 

Met Glu Lys Gly 
475 

Arg Glu He He 
490 

Gin Asp Lys Arg 
505 

Leu Lys Glu Leu 



Thr Asn Asp Ala 
540 

He Arg Asp Lys 
555 

Pro Gly Val Phe 
570 

Leu Lys Thr Thr 
585 

Thr Leu Leu Val 



Thr Asn Gly Val 
620 

Thr Pro Val Gly 
635 

Lys Tyr He Gin 
650 

Pro Val Thr Val 
665 

Lys He Lys Val 



Gly Pro Thr Leu 
700 

Leu He Lys Glu 
715 

lie He Lys Lys 
730 

Thr Glu Lys Glu 
745 



Asn Gly Gin He 
445 

Val Tyr Arg Thr 



Ser Lys Gin Gly 
480 

Lys Pro Ala Glu 
495 

Phe Ser Thr Phe 
510 

Leu Thr Gin Pro 
525 

Phe Lys Gly Met 



Asn Ala Leu Gin 
560 

He Gly Lys Gly 
575 

Gin Gly Ser Lys 
590 

Asn Glu Leu Lys 
605 

He His Val Val 



Asn Asp Gin Leu 
640 

He Lys Phe Val 
655 

Tyr Thr Thr Lys 
670 

He Glu Gly Ser 
685 

Thr Lys Val Lys 



Gly Glu Thr He 
720 

Tyr Thr Lys He 
735 

Thr Arg Glu Glu 
750 
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Arg lie lie Thr 
755 

Gly Gly Glu Tlir 
770 

Thr Lys Val Thr 
785 

Asp Glu Glu lie 



Leu Gin Ala Asn 
820 



Gly Pro Glu lie 
760 

Glu Glu Thr Leu 
775 

Lys Phe lie Glu 
790 

Lys Arg Leu Leu 
805 

Lys Lys Val Gin 



Lys Tyr Thr Arg 



Lys Lys Leu Leu 
780 

Gly Gly Asp Gly 
795 

Gin Gly Asp Thr 
810 

Gly Ser Arg Arg 
825 



lie Ser Thr Gly 
765 

Gin Glu Glu Val 



Hi s Leu Phe Glu 
800 

Pro Val Arg Lys 
815 

Arg Leu Arg Glu 
830 



Gly Arg Ser Gin 
835 



<210> 3 
<211> 2053 
<212> DNA 

<2 13 > Homo sapiens 
<220> 

<223> BCA7 , 5T4 oncofetal trophoblast glycoprotein type 
la transmembrane protein 



<220> 

<221> CDS 

<222> (85) . . (1347) 

<223> BCA7 



<400> 3 

ccggctcgcg 

agctccgggg 

gacgggcgtc 

tctcccacct 

tccgcccagc 

cgcacagtca 

gtgcgcaacc 

cgccggccgc 

gtgcgcgcgg 

ccactggccg 

agtccccttg 

cggagcttcg 

cgccgcttgg 

ctgcccagcc 

tccttccgca 

cttcacaatg 

aacaatccct 

gaggtagtgc 

gtcctcttgg 

caaacctctt 

gttttgtatt 

agggatcaca 

aacctcagtt 

catgagatgt 

tagatacaac 

tttctcggtg 

ttctttttct 



ccctccgggc 
aaacgcgagc 
tgcggctggc 
cctcggcatc 
ccccgctgcc 
agtgcgttaa 
tcttccttac 
cgctggcgga 
gcgccttcga 
acctcagtcc 
tggaactgat 
agggcatggt 
agctggccag 
tcaggcacct 
acctgacaca 
gcaccctggc 
gggtctgcga 
agggcaaaga 
aactcaacag 
atgtcttcct 
tgaaccgcaa 
tggaagggta 
ctaactcgga 
agacttaagc 
ggactttgac 
tgttctgtta 
tggaactcct 



ccagcctccc 
cgcgatgcct 
gcgactagcg 
ctccttctcc 
ggaccagtgc 
ccgcaatctg 
cggcaaccag 
gctggccgcg 
gcatctgccc 
cttcgctttc 
cctgaaccac 
ggtggcggcc 
caaccacttc 
ggacttaagt 
tctagaaagc 
tgagttgcaa 
ctgccacatg 
ccggctcacc 
tgctgacctg 
gggtattgtt 
ggggataaaa 
tcattacaga 
tgtctgagaa 
tttatcccta 
taaaagcagt 
atgtaagacg 
caacacgtat 



gagccttcgg 
ggggggtgct 
ctggtactcc 
tcctcggcgc 
cccgcgctgt 
accgaggtgc 
ctggccgtgc 
ctcaacctca 
agcctgcgcc 
tcgggcagca 
atcgtgcccc 
ctgctggcgg 
ctttacctgc 
aataattcgc 
ctccacctgg 
ggtctacccc 
gcagacatgg 
tgtgcatatc 
gactgtgacc 
ttagccctga 
aagtggatgc 
tatgaaatca 
atattagagg 
ctaggcttgc 
gaaggggatt 
atgaacagtt 
ggagggattt 



agcgggcgcc 
cccggggccc 
tgggctgggt 
cgttcctggc 
gcgagtgctc 
ccacggacct 
tccctgccgg 
gcggcagccg 
agctcgacct 
atgccagcgt 
ctgaagatga 
gccgtgcact 
cgcgggatgt 
tggtgagcct 
aggacaatgc 
acattagggt 
tgacctggct 
cggaaaaaat 
cgattcttcc 
taggcgctat 
ataacatcag 
atgcggaccc 
acagaccaag 
tccactttca 
tgcttccttg 
gtgtatagtg 
ttcaggtttc 



gtcccagccc 
cgccgccggg 
ctcctcgtct 
ttccgccgtg 
cgaggcagcg 
gcccgcctac 
cgccttcgcc 
cctggacgag 
cagccacaac 
ctcggccccc 
gcggcagaac 
gcaggggctc 
gctggcccaa 
gacctacgtg 
cctcaaggtc 
tttcctggac 
caaggaaaca 
gaggaatcgg 
cccatccctg 
tttcctcctg 
agatgcctgc 
cagattaaca 
gacaactctg 
tcctccacta 
ttatgtaaag 
ttttaccctc 
agcatgaaca 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 
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*1 

tgggcttctt gctgtctgtc tctctctcag tacagttcaa ggtgtagcaa gtgtacccac 1680 

acagatagca ttcaacaaaa gctgcctcaa ctttttcgag aaaaatactt tattcataaa 1740 

tatcagtttt attctcatgt acctaagttg tggagaaaat aattgcatcc tataaactgc 1800 

ctgcagacgt tagcaggctc ttcaaaataa ctccatggtg cacaggagca cctgcatcca 1860 

agagcatgct tacattttac tgttctgcat attacaaaaa ataacttgca acttcataac 1920 

ttctttgaca aagtaaatta cttttttgat tgcagtttat atgaaaatgt actgattttt 1980 

ttttaataaa ctgcatcgag atccaaccga ctgaattgtt aaaaaaaaaa aaaaataaag 2040 

attcttaaaa gaa 2053 



<210> 4 
<211> 420 
<212> PRT 

<213 > Homo sapiens 
<220> 

<22 3> BCA7, 5T4 oncofetal trophoblast glycoprotein type 
la transmembrane protein 

<400> 4 

Met Pro Gly Gly Cys Ser Arg Gly Pro Ala Ala Gly Asp Gly Arg Leu 
15 10 15 

Arg Leu Ala Arg Leu Ala Leu Val Leu Leu Gly Trp Val Ser Ser Ser 
20 25 30 

Ser Pro Thr Ser Ser Ala Ser Ser Phe Ser Ser Ser Ala Pro Phe Leu 
35 40 45 

Ala Ser Ala Val Ser Ala Gin Pro Pro Leu Pro Asp Gin Cys Pro Ala 
50 55 60 

Leu Cys Glu Cys Ser Glu Ala Ala Arg Thr Val Lys Cys Val Asn Arg 
65 70 75 80 

Asn Leu Thr Glu Val Pro Thr Asp Leu Pro Ala Tyr Val Arg Asn Leu 
85 90 95 

Phe Leu Thr Gly Asn Gin Leu Ala Val Leu Pro Ala Gly Ala Phe Ala 
100 105 110 

Arg Arg Pro Pro Leu Ala Glu Leu Ala Ala Leu Asn Leu Ser Gly Ser 
115 120 125 

Arg Leu Asp Glu Val Arg Ala Gly Ala Phe Glu His Leu Pro Ser Leu 
130 135 140 

Arg Gin Leu Asp Leu Ser His Asn Pro Leu Ala Asp Leu Ser Pro Phe 
145 150 155 160 

Ala Phe Ser Gly Ser Asn Ala Ser Val Ser Ala Pro Ser Pro Leu Val 
165 170 175 

Glu Leu lie Leu Asn His lie Val Pro Pro Glu Asp Glu Arg Gin Asn 
180 185 190 

Arg Ser Phe Glu Gly Met Val Val Ala Ala Leu Leu Ala Gly Arg Ala 
195 200 205 

Leu Gin Gly Leu Arg Arg Leu Glu Leu Ala Ser Asn His Phe Leu Tyr 
210 215 220 
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L «> 



Leu Pro Arg Asp Val Leu Ala Gin Leu Pro Ser Leu Arg His Leu Asp 
225 230 235 240 

Leu Ser Asn Asn Ser Leu Val Ser Leu Thr Tyr Val Ser Phe Arg Asn 
245 250 255 

Leu Thr His Leu Glu Ser Leu His Leu Glu Asp Asn Ala Leu Lys Val 
250 265 270 

Leu His Asn Gly Thr Leu Ala Glu Leu Gin Gly Leu Pro His He Arg 
275 280 285 

Val Phe Leu Asp Asn Asn Pro Trp Val Cys Asp Cys His Met Ala Asp 
290 295 300 

Met Val Thr Trp Leu Lys Glu Thr Glu Val Val Gin Gly Lys Asp Arg 
305 310 315 320 

Leu Thr Cys Ala Tyr Pro Glu Lys Met Arg Asn Arg Val Leu Leu Glu 
325 330 335 

Leu Asn Ser Ala Asp Leu Asp Cys Asp Pro He Leu Pro Pro Ser Leu 
340 345 350 

Gin Thr Ser Tyr Val Phe Leu Gly He Val Leu Ala Leu He Gly Ala 
355 360 365 

He Phe Leu Leu Val Leu Tyr Leu Asn Arg Lys Gly He Lys Lys Trp 
370 375 380 

Met His Asn He Arg Asp Ala Cys Arg Asp His Met Glu Gly Tyr His 
385 390 395 400 

Tyr Arg Tyr Glu He Asn Ala Asp Pro Arg Leu Thr Asn Leu Ser Ser 
405 410 415 

Asn Ser Asp Val 
420 



<210> 5 

<211> 3449 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> BCX5, LNIR type la transmembrane protein 

<220> 

<221> CDS 

<222> (225) . . (1757) 

<223> BCX5 

<400> 5 

ggggagctcg gagctcccga tcacggcttc ttgggggtag ctacggctgg gtgtgtagaa 60 
cggggccggg gctggggctg ggtcccctag tgagacccaa gtgcgagagg caagaactct 12 0 
gcagcttcct gccttctggg tcagttcctt attcaagtct gcagccggct cccagggaga 180 
tctcggtgga acttcagaaa cgctgggcag tctgcctttc aaccatgccc ctgtccctgg 240 
gagccgagat gtgggggcct gaggcctggc tgctgctgct gctactgctg gcatcattta 300 
caggccggtg ccccgcgggt gagctggaga cctcagacgt ggtaactgtg gtgctgggcc 3 60 
aggacgcaaa actgccctgc ttctaccgag gggactccgg cgagcaagtg gggcaagtgg 420 



7 



catgggctcg ggtggacgcg ggcgaaggcg cccaggaact agcgctactg cactccaaat 4 80 
acgggcttca tgtgagcccg gcttacgagg gccgcgtgga gcagccgccg cccccacgca 540 
accccctgga cggctcagtg ctcctgcgca acgcagtgca ggcggatgag ggcgagtacg 6 00 
agtgccgggt cagcaccttc cccgccggca gcttccaggc gcggctgcgg ctccgagtga 660 
tggtgcctcc cctgccctca ctgaatcctg gtccagcact agaagagggc cagggcctga 72 0 
ccctggcagc ctcctgcaca gctgagggca gcccagcccc cagcgtgacc tgggacacgg 7 80 
aggtcaaagg cacaacgtcc agccgttcct tcaagcactc ccgctctgct gccgtcacct 840 
cagagttcca cttggtgcct agccgcagca tgaatgggca gccactgact tgtgtggtgt 900 
cccatcctgg cctgctccag gaccaaagga tcacccacat cctccacgtg tccttccttg 960 
ctgaggcctc tgtgaggggc cttgaagacc aaaatctgtg gcacattggc agagaaggag 102 0 
ctatgctcaa gtgcctgagt gaagggcagc cccctccctc atacaactgg acacggctgg 1080 
atgggcctct gcccagtggg gtacgagtgg atggggacac tttgggcttt cccccactga 1140 
ccactgagca cagcggcatc tacgtctgcc atgtcagcaa tgagttctcc tcaagggatt 1200 
ctcaggtcac tgtggatgtt cttgaccccc aggaagactc tgggaagcag gtggacctag 1260 
tgtcagcctc ggtggtggtg gtgggtgtga tcgccgcact cttgttctgc cttctggtgg 132 0 
tggtggtggt gctcatgtcc cgataccatc ggcgcaaggc ccagcagatg acccagaaat 13 8 0 
atgaggagga gctgaccctg accagggaga actccatccg gaggctgcat tcccatcaca 144 0 
cggaccccag gagccagccg gaggagagtg tagggctgag agccgagggc caccctgata 1500 
gtctcaagga caacagtagc tgctctgtga tgagtgaaga gcccgagggc cgcagttact 1560 
ccacgctgac cacggtgagg gagatagaaa cacagactga actgctgtct ccaggctctg 162 0 
ggcgggccga ggaggaggaa gatcaggatg aaggcatcaa acaggccatg aaccattttg 168 0 
ttcaggagaa tgggacccta cgggccaagc ccacgggcaa tggcatctac atcaatgggc 174 0 
ggggacacct ggtctgaccc aggcctgcct cccttcccta ggcctggctc cttctgttga 1800 
catgggagat tttagctcat cttgggggcc tccttaaaca cccccatttc ttgcggaaga 1860 
tgctccccat cccactgact gcttgacctt tacctccaac ccttctgttc atcgggaggg 192 0 
ctccaccaat tgagtctctc ccaccatgca tgcaggtcac tgtgtgtgtg catgtgtgcc 1980 
tgtgtgagtg ttgactgact gtgtgtgtgt ggaggggtga ctgtccgtgg aggggtgact 2 04 0 
gtgtccgtgg tgtgtattat gctgtcatat cagagtcaag tgaactgtgg tgtatgtgcc 2100 
acgggatttg agtggttgcg tgggcaacac tgtcagggtt tggcgtgtgt gtcatgtggc 2160 
tgtgtgtgac ctctgcctga aaaagcaggt attttctcag accccagagc agtattaatg 2 22 0 
atgcagaggt tggaggagag aggtggagac tgtggctcag acccaggtgt gcgggcatag 2 2 80 
ctggagctgg aatctgcctc cggtgtgagg gaacctgtct cctaccactt cggagccatg 2 34 0 
ggggcaagtg tgaagcagcc agtccctggg tcagccagag gcttgaactg ttacagaagc 24 0 0 
cctctgccct ctggtggcct ctgggcctgc tgcatgtaca tattttctgt aaatatacat 2460 
gcgccgggag cttcttgcag gaatactgct ccgaatcact tttaattttt ttcttttttt 2 52 0 
tttcttgccc tttccattag ttgtattttt tatttatttt tatttttatt tttttttaga 2580 
gatggagtct cactatgttg ctcaggctgg ccttgaactc ctgggctcaa gcaatcctcc 2640 
tgcctcagcc tccctagtag ctgggacttt aagtgtacac cactgtgcct gctttgaatc 2700 
ctttacgaag agaaaaaaaa aattaaagaa agcctttaga tttatccaat gtttactact 2760 
gggattgctt aaagtgaggc ccctccaaca ccagggggtt aattcctgtg attgtgaaag 2 82 0 
gggctacttc caaggcatct tcatgcaggc agccccttgg gagggcacct gagagctggt 2 880 
agagtctgaa attagggatg tgagcctcgt ggttactgag taaggtaaaa ttgcatccac 2 94 0 
cattgtttgt gataccttag ggaattgctt ggacctggtg acaagggctc ctgttcaata 3 000 
gtggtgttgg ggagagagag agcagtgatt atagaccgag agagtaggag ttgaggtgag 3 06 0 
gtgaaggagg tgctgggggt gagaatgtcg cctttccccc tgggttttgg atcactaatt 312 0 
caaggctctt ctggatgttt ctctgggttg gggctggagt tcaatgaggt ttatttttag 318 0 
ctggcccacc cagatacact cagccagaat acctagattt agtacccaaa ctcttcttag 3 24 0 
tctgaaatct gctggatttc tggcctaagg gagaggctcc catccttcgt tccccagcca 3300 
gcctaggact tcgaatgtgg agcctgaaga tctaagatcc taacatgtac attttatgta 3360 
aatatgtgca tatttgtaca taaaatgata ttctgttttt aaataaacag acaaaacttg 3420 
ttcaaaaaaa aaaaaaaaaa aaaaaaaaa 344 9 



<210> 6 

<211> 510 

<212> PRT 

<213> Homo sapiens 
<220> 

<223> BCX5 , LNIR type la transmembrane protein 
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<400> 6 

Met Pro Leu Ser 
1 

Leu Leu Leu Leu 
20 

Glu Leu Glu Thr 
35 

Lys Leu Pro Cys 
50 

Val Ala Trp Ala 
65 

Leu Leu His Ser 



Arg Val Glu Gin 
100 

Leu Leu Arg Asn 
115 

Val Ser Thr Phe 
130 

Val Met Val Pro 
145 

Glu Gly Gin Gly 



Pro Ala Pro Ser 
180 

Ser Arg Ser Phe 
195 

His Leu Val Pro 
210 

Val Ser His Pro 
225 

His Val Ser Phe 



Asn Leu Trp His 
260 

Glu Gly Gin Pro 
275 

Leu Pro Ser Gly 
290 

Leu Thr Thr Glu 
305 



Leu Gly Ala Glu 
5 

Leu Leu Ala Ser 



Ser Asp Val Val 
40 

Phe Tyr Arg Gly 
55 

Arg Val Asp Ala 
70 

Lys Tyr Gly Leu 
85 

Pro Pro Pro Pro 



Ala Val Gin Ala 
120 

Pro Ala Gly Ser 
135 

Pro Leu Pro Ser 
150 

Leu Thr Leu Ala 
165 

Val Thr Trp Asp 



Lys His Ser Arg 
200 

Ser Arg Ser Met 
215 

Gly Leu Leu Gin 
230 

Leu Ala Glu Ala 
245 

lie Gly Arg Glu 



Pro Pro Ser Tyr 
280 

Val Arg Val Asp 
295 

His Ser Gly lie 
310 



Met Trp Gly Pro 
10 

Phe Thr Gly Arg 
25 

Thr Val Val Leu 



Asp Ser Gly Glu 
60 

Gly Glu Gly Ala 
75 

His Val Ser Pro 
90 

Arg Asn Pro Leu 
105 

Asp Glu Gly Glu 



Phe Gin Ala Arg 
140 

Leu Asn Pro Gly 
155 

Ala Ser Cys Thr 
170 

Thr Glu Val Lys 
185 

Ser Ala Ala Val 



Asn Gly Gin Pro 
220 

Asp Gin Arg lie 
235 

Ser Val Arg Gly 
250 

Gly Ala Met Leu 
265 

Asn Trp Thr Arg 



Gly Asp Thr Leu 
300 

Tyr Val Cys His 
315 



Glu Ala Trp Leu . 
15 

Cys Pro Ala Gly 
30 

Gly Gin Asp Ala 
45 

Gin Val Gly Gin 



Gin Glu Leu Ala 
80 

Ala Tyr Glu Gly 
95 

Asp Gly Ser Val 
110 

Tyr Glu Cys Arg 
125 

Leu Arg Leu Arg 



Pro Ala Leu Glu 
160 

Ala Glu Gly Ser 
175 

Gly Thr Thr Ser 
190 

Thr Ser Glu Phe 
205 

Leu Thr Cys Val 



Thr His lie Leu 
240 

Leu Glu Asp Gin 
255 

Lys Cys Leu Ser 
270 

Leu Asp Gly Pro 
285 

Gly Phe Pro Pro 



Val Ser Asn Glu 
320 



Phe Ser Ser Arg Asp Ser Gin Val Thr Val Asp Val Leu Asp Pro Gin 
325 330 335 

Glu Asp Ser Gly Lys Gin Val Asp Leu Val Ser Ala Ser Val Val Val 
340 345 350 

Val Gly Val lie Ala Ala Leu Leu Phe Cys Leu Leu Val Val Val Val 
355 360 365 

Val Leu Met Ser Arg Tyr His Arg Arg Lys Ala Gin Gin Met Thr Gin 
370 375 380 

Lys Tyr Glu Glu Glu Leu Thr Leu Thr Arg Glu Asn Ser He Arg Arg 
385 390 395 400 

Leu His Ser His His Thr Asp Pro Arg Ser Gin Pro Glu Glu Ser Val 
405 410 415 

Gly Leu Arg Ala Glu Gly His Pro Asp Ser Leu Lys Asp Asn Ser Ser 
420 425 430 

Cys Ser Val Met Ser Glu Glu Pro Glu Gly Arg Ser Tyr Ser Thr Leu 
435 440 445 

Thr Thr Val Arg Glu He Glu Thr Gin Thr Glu Leu Leu Ser Pro Gly 
450 455 460 

Ser Gly Arg Ala Glu Glu Glu Glu Asp Gin Asp Glu Gly He Lys Gin 
465 470 475 480 

Ala Met Asn His Phe Val Gin Glu Asn Gly Thr Leu Arg Ala Lys Pro 
485 490 495 

Thr Gly Asn Gly He Tyr He Asn Gly Arg Gly His Leu Val 
500 505 510 



<210> 7 

<211> 486 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse BCX5 , mouse LNIR, mouse orthologue of human 
BCX5 type la transmembrane protein 

<220> 

<2 21> M0D_RES 

<222> (1) . . (486) 

<22 3> Xaa = any amino acid 

<400> 7 

Met Pro Leu Ser Leu Gly Ala Glu Met Trp Gly Pro Glu Ala Trp Leu 
15 10 15 

Arg Leu Leu Phe Leu Ala Ser Phe Thr Gly Gin Tyr Ser Ala Gly Glu 
20 25 30 

Leu Glu Thr Ser Asp Val Val Thr Val Val Leu Gly Gin Asp Ala Lys 
35 40 45 
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Leu Pro Cys Phe 
50 

Ala Trp Ala Arg 
65 

Leu His Ser Lys 



Val Glu Gin Xaa 
100 

Asn Ala Val Gin 
115 

Phe Pro Ser Gly 
130 

Pro Pro Leu Pro 
145 

Ala Asp Val Ala 



Val Thr Trp Asp 
180 

Thr His Pro Arg 
195 

Ser Arg Ser Met 
210 

Gly Leu Leu Gin 
225 

Leu Ala Glu Ala 



Val Gly Arg Glu 
260 

Pro Pro Lys Tyr 
275 

Val Arg Val Lys 
290 

His Ser Gly Val 
305 

Asp Ser Gin Val 



Gin Val Asp Leu 
340 

Ala Leu Leu Phe 
355 



Tyr Arg Gly Asp 
55 

Val Asp Pro Asn 
70 

Tyr Gly Leu His 
85 

Xaa His Glu Thr 



Ala Asp Glu Gly 
120 

Ser Phe Gin Ala 
135 

Ser Leu Asn Pro 
150 

Ala Ser Cys Thr 
165 

Thr Glu Val Lys 



Ser Ala Ala Val 
200 

Asn Gly Gin Pro 
215 

Asp Arg Arg lie 
230 

Ser Val Arg Gly 
245 

Gly Ala Thr Leu 



Asn Trp Thr Arg 
280 

Gly Asp Thr Leu 
295 

Tyr Xaa Cys His 
310 

Thr Val Glu Val 
325 

Val Ser Ala Ser 



Cys Leu Leu Val 
360 



Pro Asp Glu Gin 
60 

Glu Xaa Tyr Pro 
75 

Val Asn Pro Ala 
90 

Phe Arg Arg Ser 
105 

Glu Tyr Glu Cys 



Arg Met Arg Leu 
140 

Gly Pro Pro Leu 
155 

Ala Glu Gly Ser 
170 

Gly Thr Gin Ser 
185 

Thr Ser Glu Phe 



Leu Thr Cys Val 
220 

Thr His Thr Leu 
235 

Leu Glu Asp Gin 
250 

Lys Cys Leu Ser 
265 

Leu Asp Gly Pro 



Gly Phe Pro Pro 
300 

Val Ser Asn Glu 
315 

Leu Asp Pro Glu 
330 

Val lie lie Val 
345 

Val Val Val Val 



Val Gly Gin Val 



Gly Ala Gly Leu 
80 

Tyr Glu Asp Arg 
95 

Val Leu Leu Arg 
110 

Arg Val Ser Thr 
125 

Arg Val Leu Val 



Glu Glu Gly Gin 
160 

Pro Ala Pro Ser 
175 

Ser Arg Ser Phe 
190 

His Leu Val Pro 
205 

Val Ser His Pro 



Gin Val Ala Phe 
240 

Asn Leu Trp Gin 
255 

Glu Gly Gin Pro 
270 

Leu Pro Ser Gly 
285 

Leu Thr Thr Glu 



Leu Ser Ser Arg 
320 

Asp Pro Gly Lys 
335 

Gly Val lie Ala 
350 

Leu Met Ser Arg 
365 
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Tyr His Arg Arg 
370 

Leu Thr Leu Thr 
385 

Ser Asp Pro Arg 



Gly His Pro Asp 
420 

Glu Glu Pro Glu 
435 

lie Glu Thr Gin 
450 

Glu Asp Asp Asp 
465 

Cys Arg Lys Met 



Lys Ala Gin Gin 
375 

Arg Glu Asn Ser 
390 

Ser Gin Pro Glu 
405 

Ser Leu Lys Asp 



Gly Arg Ser Tyr 
440 

Thr Glu Leu Leu 
455 

Gin Asp Glu Gly 
470 

Gly Pro 
485 



Met Thr Gin Lys 
380 

lie Arg Arg Leu 
395 

Glu Ser Vai Gly 
410 

Asn Ser Ser Cys 
425 

Ser Thr Leu Thr 



Ser Pro Gly Ser 
460 

lie Lys Gin Ala 
475 



Tyr Glu Glu Glu 



His Ser His His 
400 

Leu Arg Ala Glu 
415 

Ser Val Met Ser 
430 

Thr Val Arg Glu 
445 

Gly Arg Thr Glu 



Met Asn His Leu 
480 



<210> 8 

<211> 3085 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> BCZ6, IL-6 receptor beta chain (gpl30, oncostatin 
M, IL-11, LIF and CNTF receptor) type I 
transmembrane protein 

<220> 
<221> CDS 

<222> (256) . . (3012) 
<223> BCZ6 



<400> 8 

gagcagccaa 

cgcgcctgcc 

agacgcggag 

tagaagtaga 

aaatatccgc 

ctcaccactg 

ccagttgtac 

gattattttc 

aaggagcaat 

tcattaaata 

tatggaatca 

gtgaacgagg 

acaaacttca 

cgtgacaccc 

gtctgggtag 

cctgtatata 

ctgtctagta 

aaatataaca 

gacacagcat 

gtgtttagga 



aaggcccgcg 
aggccgacgg 
ggtcgaggcg 
agacttagct 
gcaagatgtt 
aatctacagg 
aacttcattc 
atgtaaatgc 
atactatcat 
ttcagctcac 
caataatttc 
ggaagaaaat 
ctttaaaatc 
ccacctcatg 
aagcagagaa 
aagtgaagcc 
tcttaaaatt 
ttcaatatag 
ccacccgatc 
ttcgctgtat 



gagtcgcgct 
gtctggccca 
gcgcggcctg 
tcaaatccct 
gacgttgcag 
tgaacttcta 
taatttcact 
taattacatt 
aaacagaaca 
ttgcaacatt 
aggcttgcct 
gaggtgtgag 
tgaatgggca 
cactgttgat 
tgcccttggg 
caatccgcca 
gacatggacc 
gaccaaagat 
ttcattcact 
gaaggaagat 



gggccgcccc 
gcctggcgcc 
agtgaaaccc 
actccttcac 
acttgggtag 
gatccatgtg 
gcagtttgtg 
gtctggaaaa 
gcatccagtg 
cttacattcg 
ccagaaaaac 
tgggatggtg 
acacacaagt 
tattctactg 
aaggttacat 
cataatttat 
aacccaagta 
gcctcaactt 
gtccaagacc 
ggtaagggat 



ggcgcagctg 
aaggggttcg 
aatggaaaaa 
ttactaattt 
tgcaagcctt 
gttatatcag 
tgctaaagga 
caaaccattt 
tcacctttac 
gacagcttga 
ctaaaaattt 
gaagggaaac 
ttgctgattg 
tgtattttgt 
cagatcatat 
cagtgatcaa 
ttaagagtgt 
ggagccagat 
ttaaaccttt 
actggagtga 



aaccgggggc 
tgcgctgtgg 
gcatgacatt 
tgtgatttgg 
gtttattttc 
tcctgaatct 
aaaatgtatg 
tactattcct 
agatatagct 
acagaatgtt 
gagttgcatt 
acacttggag 
caaagcaaaa 
caacattgaa 
caattttgat 
ctcagaggaa 
tataatacta 
tcctcctgaa 
tacagaatat 
ctggagtgaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 
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gaagcaagtg 
atagatccat 
ccttttgaag 
catttacaaa 
tatctagcaa 
atccctgcct 
gataacatgc 
gagtggtgtg 
accgtgcatc 
gttactccag 
caagctccac 
gtcttagagt 
atattttata 
gaatatacat 
acagatgaag 
ggagaaattg 
ggagtgctgt 
ccagatcctt 
tttaattcaa 
atagaagcaa 
aaggaaaaaa 
tcttctaggc 
actgtccagt 
gtcttctcaa 
ctacaattag 
aaacagaact 
caagtttcat 
atttcacaat 
gcttttggtc 
gcgactgatg 
atgcctcagt 
ctaaaatgat 



ggatcaccta 
cccatactca 
ccaatggaaa 
attacacagt 
ccctaacagt 
gtgactttca 
tttgggtgga 
tgttatcaga 
gcacctattt 
tatatgctga 
cttccaaagg 
gggaccaact 
gaaccatcat 
tgtcctcttt 
gtgggaagga 
aagccatagt 
tctgctttaa 
caaagagtca 
aagatcaaat 
atgacaaaaa 
ttaatactga 
caagcatttc 
attctaccgt 
gatccgagtc 
tagatcatgt 
gcagtcagca 
cagtcaatga 
cctgtggatc 
caggtactga 
aaggcatgcc 
gaaggactag 
tttatctgtg 



tgaagataga 
aggctacaga 
aatcttggat 
taatgccaca 
aagaaatctt 
agctactcac 
atggactact 
taaagcaccc 
aagagggaac 
tggaccagga 
acctactgtt 
tcctgttgat 
tggaaatgaa 
gactagtgac 
tggtccagaa 
cgtgcctgtt 
taagcgagac 
tattgcccag 
gtattcagat 
gccttttcca 
aggacacagc 
tagcagtgat 
ggtacacagt 
tacccagccc 
agatggcggt 
tgaatccagt 
ggaagatttt 
tgggcaaatg 
gggacaagta 
taaaagttac 
tagttcctgc 
aattc 



ccatctaaag 
actgtacaac 
tatgaagtga 
aaactgacag 
gttggc aaat 
cctgtaatgg 
ccaagggaat 
tgtatcacag 
ttagcagaga 
agccctgaat 
cggacaaaaa 
gttcagaatg 
actgctgtga 
acattgtaca 
ttcactttta 
tgcttagcat 
ctaattaaaa 
tggtcacctc 
ggcaatttca 
gaagatctga 
agtggtattg 
gaaaatgaat 
ggctacagac 
ttgttagatt 
gatggtattt 
ccagatattt 
gttagactta 
aaaatgtttc 
gaaagatttg 
ttaccacaga 
tacaacttca 



caccaagttt 
tcgtgtggaa 
ctctcacaag 
taaatctcac 
cagatgcagc 
atcttaaagc 
ctgtaaagaa 
actggcaaca 
gcaaatgcta 
ccataaaggc 
aagtagggaa 
gatttatcag 
atgtggattc 
tggtacgaat 
ctaccccaaa 
tcctattgac 
aacacatctg 
acactcctcc 
ctgatgtaag 
aatcattgga 
gggggtcttc 
cttcacaaaa 
accaagttcc 
cagaggagcg 
tgcccaggca 
cacattttga 
aacagcagat 
aggaagtttc 
aaacagttgg 
ctgtacggca 
gcagtaccta 



ctggtataaa 
gacattgcct 
atggaaatca 
aaatgatcgc 
tgttttaact 
attccccaaa 
atatatactt 
agaagatggt 
tttgataaca 
ataccttaaa 
aaacgaagct 
aaattatact 
ttcccacaca 
ggcagcatac 
gtttgctcaa 
aactcttctg 
gcctaatgtt 
aaggcacaat 
tgttgtggaa 
cctgttcaaa 
atgcatgtca 
cacttcgagc 
gtcagtccaa 
gccagaagat 
acagtacttc 
aaggtcaaag 
ttcagatcat 
tgcagcagat 
catggaggct 
aggcggctac 
taaagtaaag 



1260 
1320 
1380 
1440 
1500 
1560 
1620 
1680 
1740 
1800 
1860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2520 
2580 
2640 
2700 
2760 
2820 
2880 
2940 
3000 
3060 
3085 



<210> 9 

<211> 918 

<212> PRT 

<213 > Homo sapiens 

<220> 

<223> BCZ6, IL-6 receptor beta chain (gpl30, oncostatin 
M, IL-11, LIF and CNTF receptor) type I 
transmembrane protein 

<400> 9 

Met Leu Thr Leu Gin Thr Trp Val Val Gin Ala Leu Phe lie Phe Leu 
1 5 10 15 

Thr Thr Glu Ser Thr Gly Glu Leu Leu Asp Pro Cys Gly Tyr lie Ser 
20 25 30 

Pro Glu Ser Pro Val Val Gin Leu His Ser Asn Phe Thr Ala Val Cys 
35 40 45 

Val Leu Lys Glu Lys Cys Met Asp Tyr Phe His Val Asn Ala Asn Tyr 
50 55 60 

lie Val Trp Lys Thr Asn His Phe Thr lie Pro Lys Glu Gin Tyr Thr 
65 70 75 80 
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lie lie Asn Arg Thr Ala Ser Ser Val Thr Phe Thr Asp lie Ala Ser 
85 90 95 



Leu Asn lie Gin Leu Thr Cys Asn lie Leu Thr Phe Gly Gin Leu Glu 
100 105 110 

Gin Asn Val Tyr Gly lie Thr lie lie Ser Gly Leu Pro Pro Glu Lys 
115 120 125 

Pro Lys Asn Leu Ser Cys lie Val Asn Glu Gly Lys Lys Met Arg Cys 
130 135 140 

Glu Trp Asp Gly Gly Arg Glu Thr His Leu Glu Thr Asn Phe Thr Leu 
145 150 155 160 

Lys Ser Glu Trp Ala Thr His Lys Phe Ala Asp Cys Lys Ala Lys Arg 
165 170 175 

Asp Thr Pro Thr Ser Cys Thr Val Asp Tyr Ser Thr Val Tyr Phe Val 
180 185 190 

Asn lie Glu Val Trp Val Glu Ala Glu Asn Ala Leu Gly Lys Val Thr 
195 200 205 

Ser Asp His lie Asn Phe Asp Pro Val Tyr Lys Val Lys Pro Asn Pro 
210 215 220 

Pro His Asn Leu Ser Val lie Asn Ser Glu Glu Leu Ser Ser lie Leu 
225 230 . 235 240 

Lys Leu Thr Trp Thr Asn Pro Ser lie Lys Ser Val lie lie Leu Lys 
245 250 255 

Tyr Asn lie Gin Tyr Arg Thr Lys Asp Ala Ser Thr Trp Ser Gin lie 
260 265 270 

Pro Pro Glu Asp Thr Ala Ser Thr Arg Ser Ser Phe Thr Val Gin Asp 
275 280 285 

Leu Lys Pro Phe Thr Glu Tyr Val Phe Arg He Arg Cys Met Lys Glu 
290 295 300 

Asp Gly Lys Gly Tyr Trp Ser Asp Trp Ser Glu Glu Ala Ser Gly He 
305 310 315 ' 320 

Thr Tyr Glu Asp Arg Pro Ser Lys Ala Pro Ser Phe Trp Tyr Lys He 
325 330 335 

Asp Pro Ser His Thr Gin Gly Tyr Arg Thr Val Gin Leu Val Trp Lys 
340 345 350 

Thr Leu Pro Pro Phe Glu Ala Asn Gly Lys He Leu Asp Tyr Glu Val 
355 360 365 

Thr Leu Thr Arg Trp Lys Ser His Leu Gin Asn Tyr Thr Val Asn Ala 
370 375 380 

Thr Lys Leu Thr Val Asn Leu Thr Asn Asp Arg Tyr Leu Ala Thr Leu 
385 390 395 400 
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• 



Thr Val Arg Asn 



Pro Ala Cys Asp 
420 

Phe Pro Lys Asp 
435 

Ser Val Lys Lys 
450 

Pro Cys lie Thr 
465 

Tyr Leu Arg Gly 



Thr Pro Val Tyr 
500 

Tyr Leu Lys Gin 
515 

Lys Val Gly Lys 
530 

Asp Val Gin Asn 
545 

lie lie Gly Asn 



Tyr Thr Leu Ser 
580 

Ala Ala Tyr Thr 
595 

Thr Thr Pro Lys 
610 

Val Cys Leu Ala 
625 

Phe Asn Lys Arg 



Asp Pro Ser Lys 
660 

Arg His Asn Phe 
675 

Thr Asp Val Ser 
690 

Pro Glu Asp Leu 
705 



Leu Val Gly Lys 
405 

Phe Gin Ala Thr 



Asn Met Leu Trp 
440 

Tyr lie Leu Glu 
455 

Asp Trp Gin Gin 
470 

Asn Leu Ala Glu 
485 

Ala Asp Gly Pro 



Ala Pro Pro Ser 
520 

Asn Glu Ala Val 
535 

Gly Phe lie Arg 
550 

Glu Thr Ala Val 
565 

Ser Leu Thr Ser 



Asp Glu Gly Gly 
600 

Phe Ala Gin Gly 
615 

Phe Leu Leu Thr 
630 

Asp Leu lie Lys 
645 

Ser His lie Ala 



Asn Ser Lys Asp 
680 

Val Val Glu He 
695 

Lys Ser Leu Asp 
710 



Ser Asp Ala Ala 
410 

His Pro Val Met 
425 

Val Glu Trp Thr 



Trp Cys Val Leu 
460 

Glu Asp Gly Thr 
475 

Ser Lys Cys Tyr 
490 

Gly Ser Pro Glu 
505 

Lys Gly Pro Thr 



Leu Glu Trp Asp 
540 

Asn Tyr Thr He 
555 

Asn Val Asp Ser 
570 

Asp Thr Leu Tyr 
585 

Lys Asp Gly Pro 



Glu He Glu Ala 
620 

Thr Leu Leu Gly 
635 

Lys His He Trp 
650 

Gin Trp Ser Pro 
665 

Gin Met Tyr Ser 



Glu Ala Asn Asp 
700 

Leu Phe Lys Lys 
715 



Val Leu Thr He 
415 

Asp Leu Lys Ala 
430 

Thr Pro Arg Glu 
445 

Ser Asp Lys Ala 



Val His Arg Thr 
480 

Leu He Thr Val 
495 

Ser He Lys Ala 
510 

Val Arg Thr Lys 
525 

Gin Leu Pro Val 



Phe Tyr Arg Thr 
560 

Ser His Thr Glu 
575 

Met Val Arg Met 
590 

Glu Phe Thr Phe 
605 

He Val Val Pro 



Val Leu Phe Cys 
640 

Pro Asn Val Pro 
655 

His Thr Pro Pro 
670 

Asp Gly Asn Phe 
685 

Lys Lys Pro Phe 



Glu Lys He Asn 
720 
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Thr Glu Gly His Ser Ser Gly lie Gly Gly Ser Ser Cys Met Ser Ser 
725 730 735 

Ser Arg Pro Ser lie Ser Ser Ser Asp Glu Asn Glu Ser Ser Gin Asn 
740 745 750 

Thr Ser Ser Thr Val Gin Tyr Ser Thr Val Val His Ser Gly Tyr Arg 
755 760 765 

His Gin Val Pro Ser Val Gin Val Phe Ser Arg Ser Glu Ser Thr Gin 
770 775 780 

Pro Leu Leu Asp Ser Glu Glu Arg Pro Glu Asp Leu Gin Leu Val Asp 
785 790 795 800 

His Val Asp Gly Gly Asp Gly lie Leu Pro Arg Gin Gin Tyr Phe Lys 
805 810 815 

Gin Asn Cys Ser Gin His Glu Ser Ser Pro Asp lie Ser His Phe Glu 
820 825 830 

Arg Ser Lys Gin Val Ser Ser Val Asn Glu Glu Asp Phe Val Arg Leu 
835 840 845 

Lys Gin Gin lie Ser Asp His lie Ser Gin Ser Cys Gly Ser Gly Gin 
850 855 860 

Met Lys Met Phe Gin Glu Val Ser Ala Ala Asp Ala Phe Gly Pro Gly 
865 870 875 880 

Thr Glu Gly Gin Val Glu Arg Phe Glu Thr Val Gly Met Glu Ala Ala 
885 890 895 

Thr Asp Glu Gly Met Pro Lys Ser Tyr Leu Pro Gin Thr Val Arg Gin 
900 905 910 

Gly Gly Tyr Met Pro Gin 
915 



<210> 10 

<211> 4215 

<212> DNA 

<213> Homo sapiens 
<220> 

<223> BFG4 , KIAA0882 protein type II membrane protein 



<220> 

<221> CDS 

<222> (108) 

<223> BFG4 



(2777) 



<400> 10 

gaacttatgt 

ctccagtgtg 

ttgccaactt 

ctacttccaa 

aggtgtactc 

atgctgatgg 

ccctgatgac 



agcctcatta 
ctccccagtc 
gaaagataga 
aatatattct 
tcgacccagc 
agagcgccag 
catgtatcgg 



tcccgctccg 
ccttatcaca 
gactttctag 
gacaaggagt 
agcctcgtct 
tttaacctaa 
cggcggtctc 



tgaggtgaca 
tcagcacccg 
tgcagaggat 
ttgcaggaag. 
cctccagccc 
atggcaacag 
ccgaggagtt 



attgtggaaa 
aaacaggatg 
ctcagatttc 
ttacaacagt 
ccagagaagc 
cgtccccaca 
caacccgaaa 



aggcagacag 60 
accttcctat 120 
ctgcaacaga 18 0 
tcagatgatg 24 0 
acgagctctg 300 
gccacacaga 360 
ttggccaaag 42 0 
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agtttctgaa 
tgtaccgcac 
gggagctctg 
atgaagacct 
gggatttaca 
cactaaggag 
ccatgaatat 
tgcttgtggc 
cactggtgga 
actgcatgca 
ttctcagtgt 
gaattaaagt 
tgaactgcaa 
ccaataaaga 
tggaacctta 
gaactatccg 
agacgctgga 
ttaccattga 
gctactgggg 
aacagtatcg 
catgtggaac 
gagactcttt 
acctcacaga 
atcaagatga 
cagaatgtac 
ttgttacggt 
attatttgag 
ccaaattaaa 
aagaccccaa 
agattgggga 
gcagtgggcc 
gccagcctta 
aggaacactc 
acaacggggc 
tgtcctcata 
aaatcggaga 
gcaccagcct 
ctgagcctgc 
gtgcaaaaaa 
cggccatgtc 
gattttttat 
tagtacctgg 
aatatttaaa 
gaatacagtt 
tgtattataa 
tttaatgcta 
ctgtaaggaa 
cgagggtaaa 
atttcataga 
acatttgggg 
cttgtattga 
ttatttacgt 
tgaaagtagc 
ttttgaaaga 
aacataagta 
taccacatat 
aaaaaaatct 
aaaagaatag 
ctttgaattc 
gattttttct 
atatttcttt 



agagcaagcc 
agagaaaacg 
gctgctgctg 
agtggagaag 
ccgctccctt 
agtcttaaca 
tgtcacttca 
tttgtgtgag 
ccaaggtgtc 
agacctgggc 
gatgcctttt 
gatattccag 
ggatgatggg 
cagcacactg 
ccctgaggta 
ggcagatttg 
ggatactacg 
tgagctggaa 
cgggagcagc 
cattgacttc 
tcactctgac 
gattaacttc 
gaagctcaaa 
accagattct 
acatgttgtt 
gagcctaaag 
actgtggact 
tcaggggcag 
tgagcaggag 
ggtcggcaag 
gtcctgccac 
cgtggtggag 
ccttggagga 
ctgctcctcc 
ctcggtgctg 
ggacacggtc 
ggaccgggac 
cctggtcaag 
catccggatg 
cggctgacac 
gttcttctgt 
aattgaagcc 
cacctcaatg 
tatttcgtga 
cttattaatc 
agtaaggcag 
aatgaaaagc 
tcctatacca 
agtcctctat 
ttctaaacag 
ccaatttaga 
caactcatta 
agcaaagaca 
gtaaaagtac 
aaacagtcaa 
cgcatatgac 
gcaagataat 
tatgctctat 
ttgcttcttt 
tctgattgtt 
caacacattc 



tggaagattc 
cgggagctgg 
tcaggtgcca 
tccatgggga 
ccagaacacc 
gcttatgctt 
gtgctgctgc 
cgcatgctcc 
tttgaggagc 
gtgatttcca 
gagagtgcag 
ttggccctag 
gaggccatga 
cctcccattc 
gacatcttta 
attgaacaga 
aaacgcaacg 
gaactttatg 
aacgcgctgg 
gagcagttca 
gttctggcct 
cgggagtttg 
ctcctgtaca 
gcttttgaag 
ggattggata 
ccagacaaag 
ccagaaaata 
ttcattgaac 
ctgtaccatg 
ttgttcgtgg 
cagggcatcc 
tctgttgagc 
caaatggagg 
atgctgatct 
agtgccggct 
ctggtgcgga 
tgggccatca 
tactttgaca 
atgggcaagc 
gggcgccttc 
gttgagtttt 
tagtgttttc 
taggtacatt 
attctaaaaa 
ttgctgttga 
cagtcatttg 
cacaaatgca 
ctttaggaag 
tcaaaatcat 
ttatgaaagt 
cagataccag 
gaattcagtg 
gagggctcat 
tgatgcttct 
ctttaccatt 
catctttcca 
gtaactgaat 
ttcctgaatg 
tttattactg 
gaattcataa 
ctttatttta 



actttgctga 
tgttgaaggg 
tcaatgagaa 
agtataatct 
cagcttttca 
ttcgaaatcc 
tttatgccaa 
cagattacta 
tagcacgaga 
ccatctccct 
ttgtggttgt 
ctgtgctgga 
ccgttttggg 
ctcacctcca 
gactcatcag 
tgagattcaa 
tggtacgaac 
ctcttttcaa 
accggcatga 
agggaatgtt 
cccgcttgtt 
tctctgggct 
aaatgcacgt 
caactcagta 
gcagaagcaa 
ggaagagagc 
aatctaagtc 
tgtgtaagac 
ccacggcagc 
cccagcctgc 
caggcgtgct 
ccctgccggc 
acatcaagct 
ctgacgacga 
cccacgagga 
gcggccaggg 
ccttcgagca 
agcccgtgtg 
ccctcacctc 
ccgggggagt 
ttctttcttt 
ataatgtaat 
acactcttgt 
acaaaaagat 
gctgtataca 
tgtattcagg 
agactgttct 
tattaaaaat 
attccacaga 
aagtgatttt 
accaattttg 
aaaagtaaca 
gacaggtttt 
gatactggat 
tccgtattct 
tcaaatcaat 
gttttaaaaa 
gatgtggaaa 
ttatgatttt 
tcatggtctc 
ttatacattg 



gtatgggcaa 
catcccggag 
ggccacacat 
cgccacggag 
gaatgaaatg 
caacataggg 
agaggaggaa 
caacaccaga 
ctacgtccca 
gtcttggttc 
tgactgtttc 
tgcaaatgtg 
aaggtattta 
ctccttgctc 
aacttcctac 
acagagactg 
cattgtgaca 
ggcagaacat 
ccccagcctg 
tgctcttctc 
ccagttatta 
aagtgctgca 
cttgcctgag 
cttctttgaa 
acagggtgca 
aaattcccaa 
aaagaatgca 
aatgtataac 
agtgaccagc 
aaaggagggc 
cttccccaag 
cagcctggcc 
ggaggactcc 
caccaaggac 
ggacaagctg 
cacggcggca 
gttcctggcc 
catgatggcc 
ggccagtgac 

gggaggagag 

cttttaaatt 
tcaatgaaaa 
tgcggggagg 
gaatctgtca 
tggtttaaaa 
ctttttaaat 
taaatggaag 
atttttaaga 
tgttcccctt 
tacatgattc 
catttaagaa 
gtcttttgtc 
tgcttttgct 
gtttagcttc 
ccatagattg 
gtagagataa 
cagaacttgt 
tgaaagctag 
gctttttaca 
atttcctttg 
tgtccttttt 



gggatctgca 
agcatgcgtg 
cctgggtact 
gagattgaga 
ggcattgctg 
tattgccagg 
gctttctggc 
gttgtgggtg 
cagctgtacg 
ctcacactat 
ttctatgaag 
gacaaactgt 
gacagtgtga 
agcgatgatg 
gagaaattcg 
aaagtgatcc 
gaaacttcct 
ctcaccagct 
ccctacctgg 
tttccttggg 
gatgaaaatg 
tgccatgggg 
ccatcctctg 
gatattaccc 
gatgatggct 
gaaaatcgta 
aaggatttac 
atgttcagcg 
ctcctgctgg 
gggagcggag 
aaagggccag 
cccgacagcg 
tcgccccggg 
gacagctcca 
cactgcgagg 
ctgccccgga 
tccctcttaa 
aggattacca 
tatgaaatct 
ggaggggagg 
aaatatttat 
ctgttggaga 
ggatttacca 
gtgatatgtg 
aatagtactg 
aaaattagag 
gcatagtcag 
tttgaaatat 
caaagggaaa 
cagaataaca 
attgttctga 
acagagaatc 
ttgcttttgt 
ttactgcaaa 
aagaaattta 
tgtaaactga 
cactttatat 
cgcacctgca 
gatgttggac 
cttctttgga 
ttagctattg 



480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1800 

1860 

1920 

1980 

2040 

2100 

2160 

2220 

2280 

2340 

2400 

2460 

2520 

2580 

2640 

2700 

2760 

2820 

2880 

2940 

3000 

3060 

3120 

3180 

3240 

3300 

3360 

3420 

3480 

3540 

3600 

3660 

3720 

3780 

3840 

3900 

3960 

4020 

4080 
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ctgctgttgt tttttattct atttacagga 
taacctcaaa taggctaaat gtgaacaaat 
aaaaaaaaaa aaaaa 



tgatttttaa actgtcaaat gaagtagtgt 414 0 
aaaatacagc aaatactcag aaaaaaaaaa 42 00 

4215 



<210> 11 
<211> 889 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> BFG4 , KIAA0882 protein type II membrane protein 
<400> 11 

Met Thr Phe Leu Phe Ala Asn Leu Lys Asp Arg Asp Phe Leu Val Gin 
1 5 10 15 

Arg lie Ser Asp Phe Leu Gin Gin Thr Thr Ser Lys He Tyr Ser Asp 
20 25 30 

Lys Glu Phe Ala Gly Ser Tyr Asn Ser Ser Asp Asp Glu Val Tyr Ser 
35 40 45 

Arg Pro Ser Ser Leu Val Ser Ser Ser Pro Gin Arg Ser Thr Ser Ser 
50 55 60 

Asp Ala Asp Gly Glu Arg Gin Phe Asn Leu Asn Gly Asn Ser Val Pro 
65 70 75 80 

Thr Ala Thr Gin Thr Leu Met Thr Met Tyr Arg Arg Arg Ser Pro Glu 
85 90 95 

Glu Phe Asn Pro Lys Leu Ala Lys Glu Phe Leu Lys Glu Gin Ala Trp 
100 105 110 

Lys He His Phe Ala Glu Tyr Gly Gin Gly He Cys Met Tyr Arg Thr 
115 120 125 

Glu Lys Thr Arg Glu Leu Val Leu Lys Gly He Pro Glu Ser Met Arg 
130 135 140 

Gly Glu Leu Trp Leu Leu Leu Ser Gly Ala He Asn Glu Lys Ala Thr 
145 150 155 160 

His Pro Gly Tyr Tyr Glu Asp Leu Val Glu Lys Ser Met Gly Lys Tyr 
165 170 175 

Asn Leu Ala Thr Glu Glu He Glu Arg Asp Leu His Arg Ser Leu Pro 
180 185 190 

Glu His Pro Ala Phe Gin Asn Glu Met Gly He Ala Ala Leu Arg Arg 
195 200 205 

Val Leu Thr Ala Tyr Ala Phe Arg Asn Pro Asn He Gly Tyr Cys Gin 
210 215 220 

Ala Met Asn He Val Thr Ser Val Leu Leu Leu Tyr Ala Lys Glu Glu 
225 230 235 240 

Glu Ala Phe Trp Leu Leu Val Ala Leu Cys Glu Arg Met Leu Pro Asp 
245 250 255 



18 



Tyr Tyr Asn Thr 
260 

Glu Glu Leu Ala 
275 

Asp Leu Gly Val 
290 

Phe Leu Ser Val 
305 

Phe Phe Tyr Glu 



Leu Asp Ala Asn 
340 

Ala Met Thr Val 
355 

Ser Thr Leu Pro 
370 

Val Glu Pro Tyr 
385 

Tyr Glu Lys Phe 



Phe Lys Gin Arg 
420 

Arg Asn Val Val 
435 

Glu Leu Glu Glu 
450 

Cys Tyr Trp Gly 
465 

Leu Pro Tyr Leu 



Met Phe Ala Leu 
500 

Leu Ala Ser Arg 
515 

lie Asn Phe Arg 
530 

Asp Leu Thr Glu 
545 

Glu Pro Ser Ser 



Arg Val Val Gly 



Arg Asp Tyr Val 
280 

lie Ser Thr lie 
295 

Met Pro Phe Glu 
310 

Gly lie Lys Val 
325 

Val Asp Lys Leu 



Leu Gly Arg Tyr 
360 

Pro lie Pro His 
375 

Pro Glu Val Asp 
390 

Gly Thr lie Arg 
405 

Leu Lys Val lie 



Arg Thr lie Val 
440 

Leu Tyr Ala Leu 
455 

Gly Ser Ser Asn 
470 

Glu Gin Tyr Arg 
485 

Leu Phe Pro Trp 



Leu Phe Gin Leu 
520 

Glu Phe Val Ser 
535 

Lys Leu Lys Leu 
550 

Asp Gin Asp Glu 
565 



Ala Leu Val Asp 
265 

Pro Gin Leu Tyr 



Ser Leu Ser Trp 
300 

Ser Ala Val Val 
315 

lie Phe Gin Leu 
330 

Leu Asn Cys Lys 
345 

Leu Asp Ser Val 



Leu His Ser Leu 
380 

lie Phe Arg Leu 
395 

Ala Asp Leu lie 
410 

Gin Thr Leu Glu 
425 

Thr Glu Thr Ser 



Phe Lys Ala Glu 
460 

Ala Leu Asp Arg 
475 

lie Asp Phe Glu 
490 

Ala Cys Gly Thr 
505 

Leu Asp Glu Asn 



Gly Leu Ser Ala 
540 

Leu Tyr Lys Met 
555 

Pro Asp Ser Ala 
570 



Gin Gly Val Phe 
270 

Asp Cys Met Gin 
285 

Phe Leu Thr Leu 



Val Val Asp Cys 
320 

Ala Leu Ala Val 
335 

Asp Asp Gly Glu 
350 

Thr Asn Lys Asp 
365 

Leu Ser Asp Asp 



lie Arg Thr Ser 
400 

Glu Gin Met Arg 
415 

Asp Thr Thr Lys 
430 

Phe Thr lie Asp 
445 

His Leu Thr Ser 



His Asp Pro Ser 
480 

Gin Phe Lys Gly 
495 

His Ser Asp Val 
510 

Gly Asp Ser Leu 
525 

Ala Cys His Gly 



His Val Leu Pro 
560 

Phe Glu Ala Thr 
575 
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Gin Tyr Phe Phe Glu Asp lie Thr Pro Glu Cys Thr His Val Val Gly 
580 585 590 

Leu Asp Ser Arg Ser Lys Gin Gly Ala Asp Asp Gly Phe Val Thr Val 
595 600 605 

Ser Leu Lys Pro Asp Lys Gly Lys Arg Ala Asn Ser Gin Glu Asn Arg 
610 615 620 

Asn Tyr Leu Arg Leu Trp Thr Pro Glu Asn Lys Ser Lys Ser Lys Asn 
625 630 635 640 

Ala Lys Asp Leu Pro Lys Leu Asn Gin Gly Gin Phe lie Glu Leu Cys 
645 650 655 

Lys Thr Met Tyr Asn Met Phe Ser Glu Asp Pro Asn Glu Gin Glu Leu 
660 665 670 

Tyr His Ala Thr Ala Ala Val Thr Ser Leu Leu Leu Glu lie Gly Glu 
675 680 685 

Val Gly Lys Leu Phe Val Ala Gin Pro Ala Lys Glu Gly Gly Ser Gly 
690 695 700 

Gly Ser Gly Pro Ser Cys His Gin Gly lie Pro Gly Val Leu Phe Pro 
705 710 715 720 

Lys Lys Gly Pro Gly Gin Pro Tyr Val Val Glu Ser Val Glu Pro Leu 
725 730 735 

Pro Ala Ser Leu Ala Pro Asp Ser Glu Glu His Ser Leu Gly Gly Gin 
740 745 750 

Met Glu Asp lie Lys Leu Glu Asp Ser Ser Pro Arg Asp Asn Gly Ala 
755 760 765 

Cys Ser Ser Met Leu lie Ser Asp Asp Asp Thr Lys Asp Asp Ser Ser 
770 775 780 

Met Ser Ser Tyr Ser Val Leu Ser Ala Gly Ser His Glu Glu Asp Lys 
785 790 795 800 

Leu His Cys Glu Glu lie Gly Glu Asp Thr Val Leu Val Arg Ser Gly 
805 810 815 

Gin Gly Thr Ala Ala Leu Pro Arg Ser Thr Ser Leu Asp Arg Asp Trp 
820 825 830 

Ala lie Thr Phe Glu Gin Phe Leu Ala Ser Leu Leu Thr Glu Pro Ala 
835 840 845 

Leu Val Lys Tyr Phe Asp Lys Pro Val Cys Met Met Ala Arg lie Thr 
850 855 860 

Ser Ala Lys Asn lie Arg Met Met Gly Lys Pro Leu Thr Ser Ala Ser 
865 870 875 880 

Asp Tyr Glu lie Ser Ala Met Ser Gly 
885 
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<210> 12 

<211> 3070 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> BCU7, EST, type III membrane protein 



<220> 
<221> CDS 
<222> (1) . . (573) 
<223> BCU7 



<400> 12 

tattttattt tccaggctaa agcaaatgaa 
tttttcacag catgcaacaa tggtgctagg 
cagaaatggt ctgggtataa gctatttcat 
ttttcatgtg gaaaggtgtc attcaaaaaa 
cgatcctctc tgtggtgtta atttttttat 
caatataggt tttggggctt ccatatcatc 
aaactgatgg atttcattat agaattatct 
ctggttatga cagataagtt tgctcaaaaa 
ttattgcttc tgttcagttg tctaagtatc 
ttgccctaca aatttcattt ggcagcgcca 
ttcatttgaa agttccatgc agctttagca 
atttacacag aatatttgaa ttgaaacaat 
gaaaccaact tatctgcata attaaatcta 
tgttgatgcc atgcttatca aatacatgca 
aaggaaaaat aatgcttaga ctttggtgta 
tctgcagtat cgaaggatgc aaatgttgac 
ttaggaagga taaagttaca tttgtcttaa 
ataaaaattt gtcattattt atgctggtga 
catgcaaaat aattttttaa attatgttat 
aaaaacttag aaggtttaac acttcactga 
cacatatcct tgctataagt tttgaagttt 
gaactgtcag tatctattct ggtgctaaat 
tggctttagt aatgctcctt ttattcattg 
attcagaaat atcaataaaa tcctatgtta 
actctgttgt tttaattcaa cagtccaaca 
ttctttggga gttattttct ttttaaaatc 
atatcaccta aactggttag attacttcta 
tctggtggtt atgaagacaa attcttaatg 
gtaccataaa aatttgttgt gcaatattag 
acctaaaatg tttgataata ttaacatgta 
ggcacccact ttcctagtaa tgttttccat 
tgcttttttt tttctgaatt aattaggtat 
tttataaaca caattagaat tacaattaat 
agtgatcatt tatttttatt tagcacaggt 
tttcatatat aaaaggatta tttctccacc 
tatttggtca tattattgaa ctaatgtatt 
atgtatgcaa aagcttagga ttatatcatg 
tcagtttaga tatataattg actgggtgta 
cttaaattat gttagcataa tcaaggaaga 
tttcaaactt attttaaagc agtagaacct 
caacctgtag tatacataaa atggacttac 
aatattcttc tctgagccct aggattgatt 
gtttagctcc ctcttttttc tctaaaaaca 
taaattattt caatggttgt ttgaaatatt 
cagtttgggg gagaattaaa tactgtgcta 
ttgtgtttta tttgacaaac agaattttgg 
tgtgatgcat atatataaac actattttta 



agtttgctgg tatcaacaca gcctgccata 60 
atagctattt cttactgtaa ttgccagagg 120 
aaaagcagct ttaaattgtc agtattaagg 180 
aaagtaattg gcatacatat tccacatcat 240 
atgaccagta gaaaaatttt aatattctca 300 
aaaagactga aaaattataa ttttagaatt 3 60 
gtgagttgtg tagacacagt cttaatgttt 420 
atgtggatga agccattatt gttattattg 480 
atcccttctg tggcccatca cgcagcagag 540 
taacattcat ttaaaaagtt tatgaaaaca 600 
cagagttgac caaacactgg cgtaagttca 660 
agaaattttt ctcataatat atacctatgt 720 
atacatattt aagccagttt aagtgctttg 780 
caagctaaac ataatttgaa tgggtctatg 840 
ggttcttcct gtgtagccat atacccaggc 900 
atagatggaa gctcttacct accaaagtgt 960 
tttctaacat tatctttgct tttatgtttc 1020 
aacgtataat cacatccaat tatttgaaca 1080 
tgtttaaatt tgacttatgg gagatcagtc 1140 
ttaatggtgc tgaaaacacg ttacaattac 1200 
cttagcaatt aaagtttttt tattcagtgt 1260 
gtatggtgct aaatgaattg ttagtgttga 1320 
ctaaatttag tgttatccat ttgattcctg 1380 
aattaatctt taccaaaaac aggcaagtta 1440 
ttatttaggt gttacagagt gtaaatatat 1500 
tttttatagc ttggcaatgt ccaaagtcaa 1560 
cagctaataa tattgcaggc actggcgccc 1620 
gctacttgac ctacagcaaa agccatttct 1680 
aattatcata tgtttcctac atctgacagc 1740 
tctaagagga aaaaagagtt aatatattct 1800 
gattttccag ttctgaggca cttattaaag 1860 
tggtaaaata tatttttaaa tttagttagc 1920 
taacagaggt ataattgtct cactttcaga 1980 
cataagaaaa atatatagaa aaataatcaa 2040 
tttaattatt ggcctatcat ttgttagtgt 2100 
attccattca aagtctttct agatttaaaa 2160 
tgtaactatt atagataaca tcctaaacct 2220 
atctcttttg taatctgttt tgacagattt 2280 
tttaccttga agcactttcc aaattgatac 2340 
tttctatgaa ctaaatcaca tgcaaaactc 2400 
ttattcctct caccttctcc agtgcctagg 2460 
ctatcacaca gagcaacatt aatctaaatg 2520 
atcagctaat aaaaaaaaaa tttgagggcc 2580 
cagttcagtt tgtacctgtt agcagtcttt 2640 
agctggtgct tggatacata ttacagcatc 2700 
tgccataata ttttgagaat tagagaagat 2760 
aaaaatatct aaatatgtct cacatattta 2820 
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tataatcctc aaatatactg taccatttta gatatttttt aaacagatta atttggagaa 2880 

gttttattca ttacctaatt ctgtggcaaa aatggtgcct ctgatgttgt gatatagtat 2940 

tgtcagtgtg tacatatata aaacctgtgt aaacctctgt ccttatgaac cataacaaat 3000 

gtagcttttt aaagtccatt gtattgtttt ttctttcaat aaaagagtat aattaattgg 3060 

ttgtttttga 3070 



<210> 13 
<211> 190 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> BCU7, EST, type III membrane protein 
<220> 

<2 21> MOD_RES 
<222> (87) 

<2 23> Xaa = any amino acid 
<400> 13 

Tyr Phe lie Phe Gin Ala Lys Ala Asn Glu Ser Leu Leu Val Ser Thr 
1 5 , 10 15 

Gin Pro Ala lie Phe Phe Thr Ala Cys Asn Asn Gly Ala Arg lie Ala 
20 25 30 

lie Ser Tyr Cys Asn Cys Gin Arg Gin Lys Trp Ser Gly Tyr Lys Leu 
35 40 45 

Phe His Lys Ser Ser Phe Lys Leu Ser Val Leu Arg Phe Ser Cys Gly 
50 55 60 

Lys Val Ser Phe Lys Lys Lys Val lie Gly lie His lie Pro His His 
65 70 75 80 

Arg Ser Ser Leu Trp Cys Xaa Phe Phe Tyr Met Thr Ser Arg Lys lie 
85 90 95 

Leu lie Phe Ser Gin Tyr Arg Phe Trp Gly Phe His lie lie Lys Arg 
100 105 110 

Leu Lys Asn Tyr Asn Phe Arg lie Lys Leu Met Asp Phe lie lie Glu 
115 120 125 

Leu Ser Val Ser Cys Val Asp Thr Val Leu Met Phe Leu Val Met Thr 
130 135 140 

Asp Lys Phe Ala Gin Lys Met Trp Met Lys Pro Leu Leu Leu Leu Leu 
145 150 155 160 

Leu Leu Leu Leu Phe Ser Cys Leu Ser lie lie Pro Ser Val Ala His 
165 170 175 

His Ala Ala Glu Leu Pro Tyr Lys Phe His Leu Ala Ala Pro 
180 185 190 
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<210> 14 

<211> 4421 

<212> DNA 

<213> Homo sapiens 
<220> 

<223> BFA1, calsyntenin-2 type I membrane protein 

<220> 

<221> CDS 

<222> (11) . . (2878) 

<22 3> BFA1 



<400> 14 

tgctgcgagg atgctgcctg ggcggctgtg 
ggggagcggc agcggcggtg gcggggacag 
caataagcac aagccatgga tcgagacttc 
cacagtcatt ttggacccac cactggtagc 
aggggaaatc tgtgcgttca agatccatgg 
caacaagaca tcaggagagg gccggctccg 
gaaggagtac acattcatca tccaggccta 
ctggaaaaag tcacaaaagg ccgtggtcca 
tcccaccttc aaagagccag cctacaaggc 
cattctgcag gtggaggcca ttgacgagga 
ctatgaaatc gtcaccacag atgtgccttt 
cactgagaag ctgagctatg acaaacaaca 
ctgtggacag aagcccgctg ctcaggacac 
caagcctggc tggcaagact ggaccaagag 
gcccctgttc cccagcatcc acctggagac 
cgtcacagag ctgcagacta attacattgg 
gaaatccctt cagaagttat gtggagcctc 
tagcgctgcc accaactgga ctgcaggact 
gtttgacggc aggcagggtg ccaaaatccc 
tcagttcacc atcaccatgt ggatgaaaca 
ggaaaccatc ctctgcaact cagacaaaac 
tgtgcacaac tgccgcctcg tctttctctt 
tcgccccgcg gagttccact ggaagctgga 
tgtcatcaat gtggagtttc ctgtggtaac 
atacctggtg accaacgact ggcccattca 
cggcgcttgt tggcaaggag gagaagtcac 
aagcctggcc agtctcacca tccgccctgg 
cctgcaggcc tgcaaggaag ggctggacat 
aaagtatcac ttcaacccct cgcagtccat 
cattaaccgt gctctccaga aagtctccta 
tgtgcggcgc ctcaaagtat cctccaaagt 
tatccctgag gtagatgcct atgtgatggt 
ccggggcaca gaccacttct ggagacctgc 
cctcttccct gatatcaaga ttgtgagcac 
gaaaaccaca gaccccaaat cagaagtctt 
tgacattttg gtgatcggag gggacttgga 
cagtgagctc caccaacgac acctggatgc 
cggtgtgggc tccatgagcc gctatgagca 
gcgtccggct tcccttgagg cccggcgttt 
ctacactagc aatgagttca acttggaggt 
taaggagcat gtcaatcatc tgattgtgca 
tgagtcccgg agtagcatcc agcacagttc 
catcatctcc gtgtgcatgc ttgtgtttgt 
cgcccaccag cacttcatcc aggagactga 
cgattctgcg ctgactatca cagtcaaccc 
ggaagatgag actgagggag aagaggagga 
tggctctgac gacagcgaag aggaggagga 



ctgggtgccg ctcctgctgg cgctgggcgt 60 
ccggcagcgc cgcctcctcg cggctaaagt 12 0 
atatcatgga gtcataactg agaacaatga 180 
cctggataaa gatgcaccgg ttccttttgc 240 
ccaggagctg ccctttgagg ctgtggtgct 300 
tgccaagagc cccattgact gtgagttgca 360 
tgactgtggt gctgggcccc acgagacagc 420 
tatacaggtg aaggatgtca acgagtttgc 4 80 
tgttgtgacg gagggcaaga tctatgacag 54 0 
ctgctcccca cagtacagcc agatctgcaa 600 
tgccatcgac agaaatggca acatcaggaa 660 
ccagtatgag atcctggtga ccgcctacga 72 0 
cctggtgcag gtggatgtga agccagtttg 780 
gattgagtac cagcctggct ccgggagcat 840 
gtgcgatgga gccgtgtctt ccctccagat 900 
gaagggttgt gaccgggaga cctactctga 96 0 
ctctggcatc attgacctct tgccatcccc 1020 
gctggtggac agcagtgaga tgatcttcaa 1080 
cgatgggatt gtgcccaaga acctgaccga 114 0 
cggccccagc cctggtgtga gagccgagaa 12 0 0 
cgaaatgaac cggcatcact atgccctgta 1260 
gcggaaggac ttcgaccagg ctgacacctt 132 0 
tcagatttgt gacaaagagt ggcactacta 13 8 0 
cttatacatg gatggagcaa catatgaacc 1440 
tccatctcac atagccatgc aactcacagt 1500 
caaaccacag tttgctcagt tctttcatgg 1560 
caaaatggaa agccagaagg tgatctcctg 162 0 
taattccttg gaaagccttg gccaaggaat 1680 
cctggtgatg gaaggtgacg acattgggaa 174 0 
catcaactcc aggcagttcc caacggcggg 1800 
ccagtgcttt ggggaagacg tatgcatcag 1860 
cctccaggcc atcgagcccc ggatcaccct 1920 
tgcccagttt gaaagtgcca ggggagtgac 198 0 
cttcgccaaa accgaagccc ccggggacgt 2040 
agaggaaatg cttcataact tagatttctg 2100 
cccaaggcag gagtgcttgg agctcaacca 2160 
cactaattct actgcaggct actccatcta 2220 
ggtgctacat cacatccgct accgcaactg 2280 
ccggattaag tgctcagaac tcaatgggcg 234 0 
cagcatcctt catgaagacc aagtctcaga 2400 
gcctcccttc ctccagtctg tccatcatcc 2460 
agtggtccca agcattgcca cagtggtcat 2520 
cgtggccatg ggtgtgtacc gggtccggat 2580 
ggctgccaag gaatctgaga tggactggga 2 64 0 
catggagaaa catgaaggac cagggcatgg 2 70 0 
agaagccgag gaagaaatga gctccagcag 2 76 0 
ggaggaaggg atgggcagag gcagacatgg 2 82 0 



gcagaatgga 
cccaggggtc 
catgtctatc 
tcctggagcc 
aagaagccca 
cttctgccct 
tcctgcaggg 
ggccctgggg 
ctgactccag 
tgcttaacag 
cacacattct 
ccccttgctt 
tccttggcca 
cacctgctgc 
ccaggaggca 
ggacaacaag 
aagcagatgg 
gctgggctcc 
tatggtccct 
aaacgcacga 
aagcatattt 
tagatagagg 
tttccatctc 
ctgtgatctt 
acgaagctct 
tgctctgtcc 
agagctggtc 



gccaggcaag 
tgctgcctgg 
atacctcacc 
caccctttaa 
gcatggccat 
aagttcccca 
aagaaggccc 
ttccaactca 
gttgcttcat 
tttaaaggaa 
ctctctctct 
ctttctgagg 
caagcagggt 
aaccatgcag 
ttccacacag 
gacacaacac 
aaatgctaat 
cccaggacag 
tatctcctat 
gctccaccaa 
gcaatcattg 
gcaaatatat 
catcctaaca 
ttgtggccaa 
gagaacatgt 
ccatccttca 
cctagttaag 



cccagctgga 
cccacatgtc 
tctgatgtct 
gccttgggca 
cagtgaggac 
gcatcctgac 
acctttgtgt 
ctgtgcgtct 
acaaggaggg 
agtccttgtt 
ctctctctgt 
ccatataagc 
ctgatccccc 
ctaccctgcc 
gcactgcccc 
aacacacaac 
gaggtcaaac 
aggggaccct 
cttccctctt 
gtctacaatg 
cagcttcttc 
ctgaaaacct 
tgcacaacct 
gagaatagca 
ttgtttcgaa 
ctcctcctca 
tggcatttat 



gtgggatgac 
ccttttgtaa 
gtgacatgtc 
ctccctgtgt 
ttcagggtag 
tacctgtctg 
cactcacctc 
cctccacaca 
tggttgaact 
gaggcagaac 
ctatctagtt 
ttataagaaa 
atcagagcta 
aggggcactc 
aggacaacac 
aaggacagtc 
gtaggcttca 
gaggttggca 
gagaaaatac 
aaagtttgaa 
tttcttctgc 
aatttctttc 
gtgaagagaa 
ggcaagaatt 
tgtctgattc 
agctcacacc 
gttaaaaaaa 



tccaccctcc 
accctgaccc 
tgggaaggcc 
ttcatccatg 
actttgtcct 
cagagtttgc 
cccaggctca 
gaccagtagg 
tcacacacgt 
taagtttaca 
ccccagcttg 
agtcccaaac 
tctgagcctg 
agcaaacaga 
aacaaggaca 
acaacaagcc 
tggtgggtgg 
aggctctcac 
acgctttctg 
atttaactgc 
tcataaaagg 
tttttttgat 
ttgtttctat 
agggccttga 
ctctttgtca 
aattggtttg 



cctactagtg 
agtgtatgcc 
ttctccagct 
gggaagttcc 
gtagcctcca 
ctttgttttt 
gagtccccaa 
ttctcctatg 
aaggtcttag 
gggaaaggta 
gagagccttt 
caagaatagg 
cctgtctggg 
accacagggc 
gtcacaacaa 
tagagccaga 
agtgggggtg 
cactcagcct 
catgtattag 
aaggaattag 
aggaacactt 
aaggaaatct 
agtaactggt 
cagaatttcc 
tcaatgtgta 
gcacaggcac 



2880 
2940 
3000 
3060 
3120 
3180 
3240 
3300 
3360 
3420 
3480 
3540 
3600 
3660 
3720 
3780 
3840 
3900 
3960 
4020 
4080 
4140 
4200 
4260 
4320 
4380 
4421 



<210> 15 

<211> 955 

<212> PRT 

<213> Homo sapiens 



<220> 

<223> BFA1, calsyntenin- 



2 type I membrane protein 



<400> 15 

Met Leu Pro Gly Arg Leu 
1 5 



Cys Trp Val Pro 
10 



Leu Leu Leu Ala Leu Gly 
15 



Val Gly Ser Gly Ser Gly 
20 



Gly Gly Gly Asp 
25 



Ser Arg Gin Arg Arg Leu 
30 



Leu Ala Ala Lys Val Asn 
35 



Lys His Lys Pro 
40 



Trp lie Glu Thr Ser Tyr 
45 



His Gly Val lie Thr Glu 
50 



Asn Asn Asp Thr 
55 



Val lie Leu Asp Pro Pro 
60 



Leu Val Ala Leu Asp Lys 
65 70 



Asp Ala Pro Val 



Pro Phe Ala Gly Glu lie 
75 80 



Cys Ala Phe Lys lie His 
85 



Gly Gin Glu Leu 
90 



Pro Phe Glu Ala Val Val 
95 



Leu Asn Lys Thr Ser Gly 
100 



Glu Gly Arg Leu 
105 



Arg Ala Lys Ser Pro lie 
110 



Asp Cys Glu Leu Gin Lys 
115 



Glu Tyr Thr Phe 
120 



lie lie Gin Ala Tyr Asp 
125 
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Cys Gly Ala Gly 
130 

Val Val His lis 
145 

Lys Glu Pro Ala 



Ser lie Leu Gin 
180 

Ser Gin lie Cys 
195 

lie Asp Arg Asn 
210 

Lys Gin His Gin 
225 

Lys Pro Ala Ala 



Cys Lys Pro Gly 
260 

Gly Ser Gly Ser 
275 

Asp Gly Ala Val 
290 

Tyr lie Gly Lys 
305 

Gin Lys Leu Cys 



Pro Ser Ala Ala 
340 

Glu Met lie Phe 
355 

Gly lie Val Pro 
370 

Met Lys His Gly 
385 

Leu Cys Asn Ser 



Tyr Val His Asn 
420 

Gin Ala Asp Thr 
435 



Pro His Glu Thr 
135 

Gin Val Lys Asp 
150 

Tyr Lys Ala Val 
165 

Val Glu Ala lie 



Asn Tyr Glu lie 
200 

Gly Asn lie Arg 
215 

Tyr Glu lie Leu 
230 

Gin Asp Thr Leu 
245 

Trp Gin Asp Trp 



Met Pro Leu Phe 
280 

Ser Ser Leu Gin 
295 

Gly Cys Asp Arg 
310 

Gly Ala Ser Ser 
325 

Thr Asn Trp Thr 



Lys Phe Asp Gly 
360 

Lys Asn Leu Thr 
375 

Pro Ser Pro Gly 
390 

Asp Lys Thr Glu 
405 

Cys Arg Leu Val 



Phe Arg Pro Ala 
440 



Ala Trp Lys Lys 
140 

Val Asn Glu Phe 
155 

Val Thr Glu Gly 
170 

Asp Glu Asp Cys 
185 

Val Thr Thr Asp 



Asn Thr Glu Lys 
220 

Val Thr Ala Tyr 
235 

Val Gin Val Asp 
250 

Thr Lys Arg lie 
265 

Pro Ser lie His 



lie Val Thr Glu 
300 

Glu Thr Tyr Ser 
315 

Gly lie lie Asp 
330 

Ala Gly Leu Leu 
345 

Arg Gin Gly Ala 



Asp Gin Phe Thr 
380 

Val Arg Ala Glu 
395 

Met Asn Arg His 
410 

Phe Leu Leu Arg 
425 

Glu Phe His Trp 



Ser His Lys Ala 



Ala Pro Thr Phe 
160 

Lys lie Tyr Asp 
175 

Ser Pro Gin Tyr 
190 

Val Pro Phe Ala 
205 

Leu Ser Tyr Asp 



Asp Cys Gly Gin 
240 

Val Lys Pro Val 
255 

Glu Tyr Gin Pro 
270 

Leu Glu Thr Cys 
285 

Leu Gin Thr Asn 



Glu Lys Ser Leu 
320 

Leu Leu Pro Ser 

; 335 

Val Asp Ser Ser 
350 

Lys lie Pro Asp 
365 

lie Thr Met Trp 



Lys Glu Thr lie 
400 

His Tyr Ala Leu 
415 

Lys Asp Phe Asp 
430 

Lys Leu Asp Gin 
445 
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lie Cys Asp Lys Glu Trp His Tyr Tyr Val lie Asn Val Glu 
450 455 460 



Phe Pro 



Val Val Thr Leu Tyr Met Asp Gly Ala Thr Tyr Glu Pro Tyr Leu Val 
465 470 475 480 

Thr Asn Asp Trp Pro lie His Pro Ser His lie Ala Met Gin Leu Thr 
485 490 495 

Val Gly Ala Cys Trp Gin Gly Gly Glu Val Thr Lys Pro Gin Phe Ala 
500 505 510 

Gin Phe Phe His Gly Ser Leu Ala Ser Leu Thr He Arg Pro Gly Lys 
515 520 525 

Met Glu Ser Gin Lys Val He Ser Cys Leu Gin Ala Cys Lys Glu Gly 
530 535 540 

Leu Asp He Asn Ser Leu Glu Ser Leu Gly Gin Gly He Lys Tyr His 
545 550 555 560 

Phe Asn Pro Ser Gin Ser He Leu Val Met Glu Gly Asp Asp He Gly 
565 570 575 

Asn He Asn Arg Ala Leu Gin Lys Val Ser Tyr lie Asn Ser Arg Gin 
580 585 590 

Phe Pro Thr Ala Gly Val Arg Arg Leu Lys Val Ser Ser Lys Val Gin 
595 600 605 

Cys Phe Gly Glu Asp Val Cys He Ser He Pro Glu Val Asp Ala Tyr 
610 615 620 

Val Met Val Leu Gin Ala He Glu Pro Arg He Thr Leu Arg Gly Thr 
625 630 635 640 

Asp His Phe Trp Arg Pro Ala Ala Gin Phe Glu Ser Ala Arg Gly Val 
645 650 655 

Thr Leu Phe Pro Asp He Lys He Val Ser Thr Phe Ala Lys Thr Glu 
660 665 670 

Ala Pro Gly Asp Val Lys Thr Thr Asp Pro Lys Ser Glu Val Leu Glu 
675 680 685 

Glu Met Leu His Asn Leu Asp Phe Cys Asp He Leu Val He Gly Gly 
690 695 700 

Asp Leu Asp Pro Arg Gin Glu Cys Leu Glu Leu Asn His Ser Glu Leu 
705 710 715 720 

His Gin Arg His Leu Asp Ala Thr Asn Ser Thr Ala Gly Tyr Ser He 
725 730 735 

Tyr Gly Val Gly Ser Met Ser Arg Tyr Glu Gin Val Leu His His He 
740 745 750 

Arg Tyr Arg Asn Trp Arg Pro Ala Ser Leu Glu Ala Arg Arg Phe Arg 
755 760 765 
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lie Lys Cys Ser Glu Leu Asn Gly Arg Tyr Thr Ser Asn Glu Phe Asn 
770 775 780 



Leu Glu Val Ser lie Leu His Glu Asp Gin Val Ser Asp Lys Glu His 
785 790 795 800 

Val Asn His Leu lie Val Gin Pro Pro Phe Leu Gin Ser Val His His 
805 810 815 

Pro Glu Ser Arg Ser Ser lie Gin His Ser Ser Val Val Pro Ser lie 
820 825 830 

Ala Thr Val Val lie lie lie Ser Val Cys Met Leu Val Phe Val Val 
835 840 * 845 

Ala Met Gly Val Tyr Arg Val Arg lie Ala His Gin His Phe lie Gin 
850 855 860 

Glu Thr Glu Ala Ala Lys Glu Ser Glu Met Asp Trp Asp Asp Ser Ala 
865 870 875 880 

Leu Thr lie Thr Val Asn Pro Met Glu Lys His Glu Gly Pro Gly His 
885 890 895 

Gly Glu Asp Glu Thr Glu Gly Glu Glu Glu Glu Glu Ala Glu Glu Glu 
900 905 910 

Met Ser Ser Ser Ser Gly Ser Asp Asp Ser Glu Glu Glu Glu Glu Glu 
915 920 925 

Glu Gly Met Gly Arg Gly Arg His Gly Gin Asn Gly Ala Arg Gin Ala 
930 935 940 

Gin Leu Glu Trp Asp Asp Ser Thr Leu Pro Tyr 
945 950 955 



<210> 16 

<211> 2616 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> BFG7, EST, type III membrane protein 

<220> 
<221> CDS 
<222> (1) . . (906) 
<22 3> BFG7 

<400> 16 

cgggtcgacc cacgcgtccg gggagaaagg atggccggcc tggcggcgcg gttggtcctg 60 
ctagctgggg cagcggcgct ggcgagcggc tcccagggcg accgtgagcc ggtgtaccgc 12 0 
gactgcgtac tgcagtgcga agagcagaac tgctctgggg gcgctctgaa tcacttccgc 18 0 
tcccgccagc caatctacat gagtctagca ggctggacct gtcgggacga ctgtaagtat 24 0 
gagtgtatgt gggtcaccgt tgggctctac ctccaggaag gtcacaaagt gcctcagttc 300 
catggcaagt ggcccttctc ccggttcctg ttctttcaag agccggcatc ggccgtggcc 360 
tcgtttctca atggcctggc cagcctggtg atgctctgcc gctaccgcac cttcgtgcca 42 0 
gcctcctccc ccatgtacca cacctgtgtg gccttcgcct gggtgtccct caatgcatgg 480 
ttctggtcca cagtyttcca caccagggac actgacctca cagagaaaat ggactacttc 540 
tgtgcctcca ctgtcatcct acactcaatc tacctgtgct gcgtcagcct catccgcttc 600 
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gactatggct acaacctggt ggccaacgtg gctattggcc tggtcaacgt ggtgtggtgg 66 0 
ctggcctggt gcctgtggaa ccagcggcgg ctgcctcacg tgcgcaagtg cgtggtggtg 72 0 
gtcttgctgc tgcaggggct gtccctgctc gagctgcttg acttcccacc gctcttctgg 780 
gtcctggatg cccatgccat ctggcacatc agcaccatcc ctgtccacgt cctctttttc 840 
agctttctgg aagatgacag cctgtacctg ctgaaggaat cagaggacaa gttcaagctg 90 0 
gactgaagac cttggagcga gtctgcccca gtggggatcc tgcccccgcc ctgctggcct 960 
cccttctccc ctcaaccctt gagatgattt tctcttttca acttcttgaa cttggacatg 1020 
aaggatgtgg gcccagaatc atgtggccag cccaccccct gttggccctc accagccttg 1080 
gagtctgttc tagggaaggc ctcccagcat ctgggactcg agagtgggca gcccctctac 1140 
ctcctggagc tgaactgggg tggaactgag tgtgctctta gctctaccgg gaggacagct 12 00 
gcctgtttcc tccccatcag cctcctcccc acatccccag ctgcctggct gggtcctgaa 1260 
gccctctgtc tacctgggag accagggacc acaggcctta gggatacagg gggtcccctt 1320 
ctgttaccac cccccaccct cctccaggac accactaggt ggtgctggat gcttgttctt 1380 
tggccagcca aggttcacgg cgattctccc catgggatct tgagggacca agctgctggg 144 0 
attgggaagg agtttcaccc tgaccrttgc cctagccagg ttcccaggag gcctcaccat 1500 
actccctttc agggccaggg ctccagcaag cccagggcaa ggatcctgtg ctgctgtctg 1560 
gttgagagcc tgccaccgtg tgtcgggagt gtgggccagg ctgagtgcat aggtgacagg 16 2 0 
gccgtgagca tgggcctggg tgtgtgtgag ctcaggcact aggtgcgcag tgtggagacg 1680 
ggtgttgtcg gggaagaggt gtggcttcaa agtgttgtgt gtgcaggggg tkggtgtgtt 1740 
aagcgtgggt taggggaacg tgtgtgcgcg tgctggtggg catgtgagat gagtgactgc 18 00 
cggtgaatgt gtccacagtt gagaggttgg agcaggatga gggaatcctg tcaccatcaa 1860 
taatcacttg tggagcgcca cttggcccaa gacgccacct gggcggacag caggagctct 192 0 
ccatggccag gctgcctgtg tgcatgttcc ctgtctggtg cccctttgcc cgcctcctgc 1980 
aaacctcaca gggtccccac acaacagtgc cctccagaag cagcccctcg gaggcagagg 2040 
aaggaaaatg gggatggctg gggctctctc catcctcctt ttctccttgc cttcgcatgg 2100 
ctggccttcc cctccaaaac ctccattccc ctgctgccag cccctttgcc atagcctgat 2160 
tttggggagg aggaaggggc gatttgaggg agaaggggag aaagcttatg gctgggtctg 2220 
gtttcttccc ttcccagagg gtcttactgt tccagggtgg ccccagggca ggcaggggcc 22 80 
acactatgcc tgcgccctgg taaaggtgac ccctgccatt taccagcagc cctggcatgt 2340 
tcctgcccca caggaataga atggagggag ctccagaaac tttccatccc aaaggcagtc 24 00 
tccgtggttg aagcagactg gatttttgct ctgcccctga ccccttgtcc ctctttgagg 2460 
gaggggagct atgctaggac tccaacctca gggactcggg tggcctgcgc tagcttcttt 2520 
tgatactgaa aacttttaag gtgggagggt ggcaagggat gtgcttaata aatcaattcc 25 80 
aagcctcaaa aaaaaaaaaa aaaaaaaaaa aaaaaa 2616 



<210> 17 
<211> 330 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> BFG7 , EST, type III membrane protein 
<400> 17 

Arg Val Asp Pro Arg Val Arg Gly Glu Arg Met Ala Gly Leu Ala Ala 
15 10 15 

Arg Leu Val Leu Leu Ala Gly Ala Ala Ala Leu Ala Ser Gly Ser Gin 
20 25 30 

Gly Asp Arg Glu Pro Val Tyr Arg Asp Cys Val Leu Gin Cys Glu Glu 
35 40 45 

Gin Asn Cys Ser Gly Gly Ala Leu Asn His Phe Arg Ser Arg Gin Pro 
50 55 60 

lie Tyr Met Ser Leu Ala Gly Trp Thr Cys Arg Asp Asp Cys Lys Tyr 
65 70 75 80 
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i f 



Glu Cys Met Trp Val Thr Val Gly Leu Tyr Leu Gin Glu Gly His Lys 
85 90 95 

Val Pro Gin Phe His Gly Lys Trp Pro Phe Ser Arg Phe Leu Phe Phe 
100 105 110 

Gin Glu Pro Ala Ser Ala Val Ala Ser Phe Leu Asn Gly Leu Ala Ser 
115 120 125 

Leu Val Met Leu Cys Arg Tyr Arg Thr Phe Val Pro Ala Ser Ser Pro 
130 135 140 

Met Tyr His Thr Cys Val Ala Phe Ala Trp Val Ser Leu Asn Ala Trp 
145 150 155 160 

Phe Trp Ser Thr Val Phe His Thr Arg Asp Thr Asp Leu Thr Glu Lys 
165 170 175 

Met Asp Tyr Phe Cys Ala Ser Thr Val He Leu His Ser He Tyr Leu 
180 185 190 

Cys Cys Val Arg Thr Val Gly Leu Gin His Pro Ala Val Val Ser Ala 
195 200 205 

Phe Arg Ala Leu Leu Leu Leu Met Leu Thr Val His Val Ser Tyr Leu 
210 215 220. 

Ser Leu He Arg Phe Asp Tyr Gly Tyr Asn Leu Val Ala Asn Val Ala 
225 230 235 240 

He Gly Leu Val Asn Val Val Trp Trp Leu Ala Trp Cys Leu Trp Asn 
245 250 255 

Gin Arg Arg Leu Pro His Val Arg Lys Cys Val Val Val Val Leu Leu 
260 265 270 

Leu Gin Gly Leu Ser Leu Leu Glu Leu Leu Asp Phe Pro Pro Leu Phe 
275 280 285 

Trp Val Leu Asp Ala His Ala He Trp His He Ser Thr He Pro Val 
290 295 300 

His Val Leu Phe Phe Ser Phe Leu Glu Asp Asp Ser Leu Tyr Leu Leu 
305 310 315 320 

Lys Glu Ser Glu Asp Lys Phe Lys Leu Asp 
325 330 



<210> 18 

<211> 1284 

<212> DNA 

<213> Homo sapiens 

<220> 

<223> BCN4, ESTs, secreted protein 

<220> 
<221> CDS 

<222> (143) . . (874) 
<223> BCN4 
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<400> 18 

gggagggaga 

cgcggcggag 

cgctgcccgg 

ccgcggcctc 

ccccaagggg 

aatgtgctta 

cattccgggt 

tctgagggaa 

attgaattat 

aaatagtgct 

ctgtcagcgt 

agctataatt 

cacttcttct 

ctgggttggc 

ttctcgcatc 

tttttttatt 

catctgaatg 

tttaaatcta 

tggttagaat 

ggtcttttgt 

tgtacaattt 

caaccttaaa 



gaggcgcgcg 
ccagacgctg 
cagccgggag 
ctgctgctcc 
aagcaaaagg 
caagggccag 
acacctggga 
agctttgagg 
ggcatagatc 
ctaagagttt 
tggtatttca 
tatttggacc 
gtggaaggac 
acttgttcag 
attattgaag 
atgccttgga 
aaaagcaaag 
gcattattca 
actttcttca 
tttttctctt 
gtaaatgtta 
aaaaaaaaaa 



ggtgaaaggc 
accacgttcc 
ccatgcgacc 
tgctgctgca 
cgcagctccg 
caggagtgcc 
tcccaggtcg 
agtcctggac 
ttgggaaaat 
tgttcagtgg 
cattcaatgg 
aaggaagccc 
tttgtgaagg 
attacccaaa 
aactaccaaa 
atggttcact 
ctaaatatgt 
ttttgcttca 
tagtcacatt 
agtatagcat 
agaatttttt 
aaaa 



gcattgatgc 
tctcctcggt 
ccagggcccc 
gctgcccgcg 
gcagagggag 
tggtcgagac 
ggatggattc 
acccaactac 
tgcggagtgt 
ctcacttcgg 
agctgaatgt 
tgaaatgaat 
aattggtgct 
aggagatgct 
ataaatgctt 
taaatgacat 
ttacagacca 
atcaaaagtg 
ctctcaacct 
ttttaaaaaa 
ttatatctgt 



agcctgcggc 
ctcctccgcc 
gccgcctccc 
ccgtcgagcg 
gtggtggacc 
gggagccctg 
aaaggagaaa 
aagcagtgtt 
acatttacaa 
ctaaaatgca 
tcaggacctc 
tcaacaatta 
ggattagtgg 
tctactggat 
taattttcat 
tttaaataag 
aagtgtgatt 
gtttcaatat 
ataatttgga 
atataaaagc 
taaataaaaa 



ggcctcggag 
tccagctccg 
cgcagcggct 
cctctgagat 
tgtataatgg 
gggccaatgg 
agggggaatg 
catggagttc 
agatgcgttc 
gaaatgcatg 
ttcccattga 
atattcatcg 
atgttgctat 
ggaattcagt 
ttgctacctc 
tttatgtata 
tcacactgtt 
tttttttagt 
atattgttgt 
taccaatctt 
ttatttccaa 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1284 



<210> 19 
<211> 243 
<212> PRT 

<213> Homo sapiens 
<220> 

<223> BCN4 , ESTs, secreted protein 
<400> 19 

Met Arg Pro Gin Gly Pro Ala Ala Ser Pro Gin Arg Leu Arg. Gly Leu 
15 10 15 

Leu Leu Leu Leu Leu Leu Gin Leu Pro Ala Pro Ser Ser Ala Ser Glu 
20 25 30 

lie Pro Lys Gly Lys Gin Lys Ala Gin Leu Arg Gin Arg Glu Val Val 
35 40 45 

Asp Leu Tyr Asn Gly Met Cys Leu Gin Gly Pro Ala Gly Val Pro Gly 
50 55 60 

Arg Asp Gly Ser Pro Gly Ala Asn Gly lie Pro Gly Thr Pro Gly lie 
65 70 75 80 

Pro Gly Arg Asp Gly Phe Lys Gly Glu Lys Gly Glu Cys Leu Arg Glu 
85 90 95 

Ser Phe Glu Glu Ser Trp Thr Pro Asn Tyr Lys Gin Cys Ser Trp Ser 
100 105 110 

Ser Leu Asn Tyr Gly lie Asp Leu Gly Lys lie Ala Glu Cys Thr Phe 
115 120 125 

Thr Lys Met Arg Ser Asn Ser Ala Leu Arg Val Leu Phe Ser Gly Ser 
130 135 140 



30 



Leu Arg Leu Lys Cys Arg Asn Ala Cys Cys Gin Arg Trp Tyr Phe Thr 
145 150 155 160 

Phe Asn Gly Ala Glu Cys Ser Gly Pro Leu Pro lie Glu Ala lie lie 
165 170 175 

Tyr Leu Asp Gin Gly Ser Pro Glu Met Asn Ser Thr He Asn He His 
180 185 190 

Arg Thr Ser Ser Val Glu Gly Leu Cys Glu Gly He Gly Ala Gly Leu 
195 200 205 

Val Asp Val Ala He Trp Val Gly Thr Cys Ser Asp Tyr Pro Lys Gly 
210 215 220 

Asp Ala Ser Thr Gly Trp Asn Ser Val Ser Arg He He He Glu Glu 
225 230 235 240 

Leu Pro Lys 



<210> 20 

<211> 243 

<212> PRT 

<213> Mus sp. 

<220> 

<223> mouse BCN4 , ESTs , mouse orthologue of human BCN4 
<220> 

<221> M0D_RES 

<222> (1) . . (243) 

<22 3> Xaa = any amino acid 

<400> 20 

Xaa Xaa Xaa Xaa Ala Ala Pro Pro Gin Leu Leu Leu Gly Leu Phe Leu 
15 10 15 

Val Leu Leu Leu Leu Leu Gin Leu Ser Ala Pro Ser Ser Ala Ser Glu 
20 25 30 

Asn Pro Lys Val Lys Gin Lys Ala Leu He Arg Gin Arg Glu Val Val 
35 40 45 

Asp Leu Tyr Asn Gly Met Cys Leu Gin Gly Pro Ala Gly Val Pro Gly 
50 55 60 

Arg Asp Gly Ser Pro Gly Ala Asn Gly He Pro Gly Thr Pro Gly He 
65 70 75 80 

Pro Cys Gin Asp Gly Phe Lys Gly Glu Lys Gly Glu Cys Leu Arg Glu 
85 90 95 

Ser Phe Glu Glu Ser Trp Thr Pro Asn Tyr Lys Gin Cys Ser Trp Ser 
100 105 110 

Ser Leu Asn Tyr Gly He Asp Leu Gly Lys He Ala Glu Cys Thr Phe 
115 120 125 

Thr Lys Met Arg Ser Asn Ser Ala Leu Arg Val Leu Phe Ser Gly Ser 
130 135 140 



31 



Leu Arg Leu Lys 
145 

Phe Asn Gly Ala 



Xaa Xaa Xaa Xaa 
180 

Xaa Xaa Xaa Xaa 
195 

Xaa Xaa Xaa Xaa 
210 

Asp Ala Tyr Thr 
225 



Cys Arg Asn Ala 
150 

Glu Cys Ser Gly 
165 

Xaa Xaa Xaa Xaa 



Xaa Xaa Xaa Xaa 
200 

Xaa Xaa Xaa Xaa 
215 

Gly Trp Asp Ser 
230 



Cys Cys Gin Arg 
155 

Pro Pro Pro lie 
170 

Xaa Xaa Xaa Xaa 
185 

Xaa Xaa Xaa Xaa 



Xaa Xaa Ser Asp 
220 

Val Ser Arg lie 
235 



Trp Tyr Phe Thr 
160 

Glu Ala lie Xaa 
175 

Xaa Xaa Xaa Xaa 
190 

Xaa Xaa Xaa Xaa 
205 

Tyr Pro Lys Gly 



lie lie Glu Glu 
240 



Leu Pro Lys 



